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i^QUENCE LISTING 

; 1 ) G E N f:: RAI , IN FORMi^T ION: 

(i) APPLICANT: 

(A) NAME : G£NSET SA 

(3) STREET :21, RUE ROYALZ 

(C) CITY: PARIS 

(E) COaNTRY : FRANCS 

(F) POSTAL CODE (ZIP) ; 75008 



(11) TITLE OF INVENTION: 5' ESTs FOR SECRETED PROTEINS 

EXPRESSED IN PROSTATE 

(lii) NUMBER OF SEQUENCES; 593 

(V) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy Disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: Win95 

(D) SOFTWARE: Word 



(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 4 7 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 

(i:<) FEATURE: 

(A) NAME/KEY: Cap 
(3) LOCATION: 1 

(D) OTHER INFORMATION: n7Gppp adced to 1 
{XI ) SEQUENCE DESCRIPTICN: SEQ ID NO: 1: 

GGCAUCCUAC UCCCAUCCAA UUCCACCCUA ACUCCUCCCA UCUCCAC 4 7 

(2} INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS : 

[A) LENGTH: 4 6 base pairs 
IB) TYPE: NUCLEIC ACID 
[C) STRANDEDNESS: SINGLE 
;D) TOPOLOGY: LINEAR 

MOLECULE TYPE: Other nucleic acid 

[XI] SEQUENCE DESCRIPTION: SEQ ID NO: 2: 

GCAUCCUACU CCCAUCCAAU UCCACCCUAA CUCCUCCCA'J CUCCAC 4 6 
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[2) :M FORMAT lOM FOR SEQ ID NO: 3; 

I.) 3E0UENC!E CKARACTSRI STI C3 : 

(Al LENGTH: 25 base pairs 
(B; TYPE: NUCLEIC ACID 
(C; STRANDEDNESS : SINGLE 
(D] TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other n-^cleic acid 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 



ATCA-AGAATT CGCACGAGAC CATTA 



(2) INFORMATION FOR SEQ ID NO: ^ : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; Other nucleic azid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 



TAATGGTCTC GTGCGAATTC TTGAT 



(2) INFOEIMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(3) TYPE: NUCLEIC ACID 

[C] STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 



CCGACAAGAC CA-ACGTCAAG GCCGC 



{2) INT0R^:ATI0N for SEQ ID NO: 6; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 
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(ii; MOLECULE TYPE: Orner nucleic acid 
[^.\: JUtNCF. DESCRIPTION; SE2 ID NO: 6: 

TCACCAGCAG GCAGTGGCTT AGGAG 2 5 

(2) :NraRKAT:oN for seq id m-. 7: 

(i) yEQOE:NCE CHAPACTERISTICS : 

(A) LENGTH: 25 base pairs 

(P.) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 

AGTGATTCCT GCTACTTTGG ATGGC 2 5 



(2) ::jeorma.t:on for seq id NO: 8: 
(i) sequence characteristics: 

(A) LENGTH: 2 5 base pairs 

(3) TYPE; NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 

[D) TOPOLOGY: LINEAR 

(11) KOIECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3; 

GCTTGGTCTT GTTCTGGAGT TTAGA 2 5 



(2) INEORM^.TION rOR SEQ ID NO: 9: 

(i) SEQUENCE CHAR/.CTERISTICS : 

(A) LENGTH: 25 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: C^her nucleic acid 
iKl] SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

TGCAG.-A.TGG GAGAC^VAGCC AATTT 



(2; ::;roRMj^^TiCN for seq id mo: n 
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(1) SEQUENCE CHA'^'-ACTERISTICS: 

(A) LENGTEi: 2 5 base pairs 
(H) TYPi!:: NUCLEIC ACID 

(C) STR.ANDEDNE3S: SINGLE 

(D) 7CP0L0GY; LINEAR 

(ii) t'-OLECULE TYPE; Other nucleic acid 
(Ki) SEO'JENCE DESCRIPTION; SEQ ID NO: 10: 

AGGGAGGA3G AA.^CAGCGTG AGTCC 2 5 

(2) INFORMATION FOR SEQ ID KG; 11; 

[l) sequence CHARACTERISTICS: 

(A) LENGTH; 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 
(Di TOPOLOGY: LINEAR 

(11} MOLECULE TYPE: Other nucleic acid 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

ATGGGAAAGG AAAAGACTCA TATCA 2 5 

(2) INFORNLATION FOR SEQ ID NO; 12: 

ii.) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 
(C; STRANDEDNESS : SINGLE 
(D; TOPOLOGY: LINEAR 

fii) MOLECULE TYPE: Other nucleic acid 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 12: 

AGCAGCAACA ATCAGGACAG CACAG 2 5 

i2) TNFO?,MATI0N FOR SEQ ID NO: 13: 

SEQUENCE CHARACTERISTICS: 
<A] LENGTH: 25 base pairs 
(31 TYPE: NUCLEIC ACID 
(C; STRANDEDNESS: SINGLE 
{D; TOPOLOGY: LINEAR 

fii) MOLECULE TYPE: Other nucleic acic 

; SEQUENCE DESCRIPTION: SEQ ID NO: 13: 



wo 99/06550 



5 



PCT/1B98/01232 



ATZAAGPJKTT CGCACGAGAC CATTA 



(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STR.ANDEDNESS ; SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYE'E: Other nucL?!lc acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 

ATCGTTGAGA CTCGTACCAG CAGAGTCACG AGAGAGACTA CACGGTACTG GTTTTTTTTT 60 
TTTTTVN 67 



(2) INFORMATION FOR SEQ I D NO : 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 29 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 

CCAGCAGAGT CACGAGAGAG ACTACACGG 23 



(2) INFORMATION FOR SEQ I D NO : 16; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STP.ANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: Orner nucLeic acid 
(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 



:GAGAGAG ACTACACGGT ACTGG 2t 



■2; I FORMAT ION FOR SF/Q ID NO: 17: 
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(i) SEQUENCE CHARP.CTERI ST I CS : 

(A) LENGTH: 526 base pairs 

(B) TYPE: NUCLEIC ACID 
CO STRANDEDNE33 ; DOUBLE 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

fvi) ORIGINAL SOURCE: 

:A) ORGANISM: Homo Sapiens 

[F) TISSUE TYPE: Lymph ganglia 

[IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: compiem-nt ( 2 5 1 , . 3 7 5 ) 
iC) IDENTIFICATION METHOD: blasrn 
[D) OTHER INFORNIATION: identity 96 

region 166. .231 
id N70479 
e.s r 

{\x) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 3 S 0 .. ^ 8 6 ) 

(C) IDENTIFICATION KETHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 54 , .160 
id N70479 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 1 1 0 1 4 5 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 403 . .433 

id N70479 

est 

(IX) FEATURE: 

(A) NAME/KEY; other 

(3) LOCATION: complement ( 1 56 .. 22 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IMFCRiMATlON: identity 94 

region 315. .345 

id N70479 

esz 

(IX) FEATURE: 

(A) NAME/KRY: sig^peptide 

(B) LOCATION; 93, .14 0 

(C) IDENTIFICATION METHOD: Von Hcijne rr>atrix 

(D) OTHER INFORMATION: score 8.2 

seq LLLITAILAVAVG/F? 

;xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 



PRA.PAC AGCTACAATA TTCCAGGGCC ARTC.^CTTGC CATTTCTCAT A.^CAGCGTCA oC 
ACTGACTGAR ACGTTTGAG ATG .-AG /Vv.^ GTT CTC CT:: CTG ATC ■ i J 
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b]cz Lyr> Ly.^; Val Leu Lej Leu lie 
-15 -10 

ACA GCC ATC TTG GCA GTG OCT GTW GGT T'.'C ;..:l:A ;.;7C t::7 C.-.^ GAG CAG 151 

Thr A. a lie Leu Ala Val Ala Val Gly t'h- Frn Val Ser rUn Asp Gin 
-5 1 S 

c;AA GGA GAA AAA AGA AGT ATC AGT GAG AGC GAT G.AA TTA GCT TCA GGR 209 

Glu Arg GIu Lys Arg Ser lie Ser Asp Ser Glu Leu Ala Ser Gly 
10 15 23 

WTT TTT GTG TTC CCT TAG CCA TAT CCA TIT CGG CCA CTT CCA CCA ATT 2 5"/ 

Xaa Pp.e Val Phe Pro Tyr Pro Tyr Pro Phe Arg Pro Leu Pro I'ro lie 

25 33 35 

CCA FTT CCA AGA TTT CCA TGG TTT AGA CGT AA>: TTT CCT ATT CCA ATA 3C5 

Pre Phe Pro Arg Phe Pro Trp Phe Arq Arg X^a Phe ?r3 He Pro lie 
4 0 45 SC 5 5 

CCT G.AA TCT GCC CCT ACA ACT CCC CTT CGT AGC GAA i\A,Z TAAJXCPJKRAA 35 4 

Pre Glu Ser Ala Pro Thr Thr Pro Leu Pro Ser Glu Lys 
60 65 

CG?v,=^^AGTCA CRATAAACCT GGTCACCTGA A-^.TTGAAA. i r GAGGCACT^C CTTGAARAAT 4 14 

C.CAA„:\TTCCT GTTAATAAAA RAAAAACAA.A TGT.AATTG;i_A ATAGCAGACA GCATTCTCTA 47 4 

GTCA-^TATCT TTAGTGATCT TCTTTAATAA ACATGAAAGC AA.A.^AA.^_^JLi. f^A. 52 5 



[2] INFORMATION FOR 3EQ ID NO: 18; 

[V) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 amino acids 
(Bl TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoxo Sapiens 

[IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION; 1 . . 17 

(C) IDENTIFICATION METHOD: Von Hsi^ne matrix 
:D) OTHER INFORMATION: score 3.2 

seq LLLITAILAVAVG/FP 

(Xi) SEQ;JENCF, DESCRTPTIOM: GEQ id NO: 13: 



K^t Lvs Lvs Val 



'^eu Leu Leu He Thr Ala He Leu Ala Val Ala Va] 
5 10 15 



2) i:;F0Rt4A.TI0N FOR SF(J ID KO : L 
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.;!-,ou;-:NCh: characteristics: 

(A) LENGTH: B22 base paxrs 

;B) TYPE: NUCLEIC ACID 

;C) STRANDEDN-SS : DOUBLE 

;C) TOPOLOGY: LINEAR 

MCISCULE TYPE: CDNA 

; VI 1 ORIGINAL SOURCE; 

';A) ORGANISM: Mono Sapiens 

iC) OEVELOPMENTAL STAGE: Fetal 

:e) TISSUE TYPE: kidney 

{i:<) EEATURE: 

(Ai NAME/KEY: other 
(Bj LOCATION: 260. .464 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 15 3. . 35 V 

id H57434 

est 

{i:<) FEATURE: 

(A) NAME/KEY: other 
(B; LOCATION: 118.. 18 4 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9- 

region 98 . . 164 
id H574 34 
est 

(IX) FEATURE: 

(A) N.AME/KEY: other 

(B; LOCATION: 5 6, . 113 

(C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 35 . .92 
id H57 4 34 
est 

Cix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 45 4.. 485 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 130 

region 343. . 379 

Id ;-i574 34 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 118 . .545 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOR^iaiTION: iGentity 9B 

region 1 . . 4 2 8 
id N27248 
est 

;ix) FEATURE: 

:A) name /KEY: other 
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(B; :aX;ATION: 65. .3 69 

IDENTIFICATION METHOD: biaiitn 

(D; other IMFORMATION; identity 98 

region 41. .34 5 
id H94779 
est 



(1X1 FEATURE: 

(A) NAME/KEY; other 

(3) LOCATIOM; 61 . .395 

(C) IDENTIFICATION METHOD: biastn 

(J) OTHER INFORMATION: identity 9 9 

region 6 . .34 4 
id H0938O 
est 



[ix] FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 403.. 458 

(C) IDENTIFICATION METHOD: biastn 

[J] OTHER INFORWATION: identity 92 

region 355 ..405 

id Hogeso 

est 



A) NAI^E/KEY; other 
3] LOCATICK: 60. . 399 

C) IDENTIFICATION METHOD: biastn 

D) OTHER INFORMATION: identity 97 

region 56 . .395 
id H29351 
est 



(IX) FEATURE: 

(A) NAME/KEY: other 
(5) LOCATION: 393.. 432 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 90 

region 391 . . 4 30 

id H29351 

est 



(ix) FEATURE: 

(A) NAME/KEY: sig_pGptide 

(B) LOCATION: 346.. 408 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 5.5 

seq SFLPSALVIWTSA/AF 

(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 



ACTCCTTTTA GCA7AGG3GC TTCGGCGCCA GCGGCCAGCG CTAC^TCGGTC TGGTAAGTGC 60 

C7CATGCCGA CTTCCGTCTC TCGCGTCT7T TCCTGGTCCC AGGCAAP.GCG GASGNAG.^^TG 120 

-TCA.AACGGC CTAGTGCTTC GCGCTTCCGG AG.W-ATCAG CGGTCTAATT .AATTCCTCTG 180 

G'l'TTGTTG.A.^. GCAGTTACCA AGAA.TCTTCA ACCCTTTCCC .^C/W--^GCTA ATTG.^^GTA' :-. .14 0 
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CGTTCCTGTT GAGTACACG? TCCTGTTGAT TTACAAAAG3 TGCAGC7ATG AGGAt.G TClM - 3u:) 

^VAGACTriACA TTTTGTG.\AG TTGTAA.AACA GAAAACCTGT TAGA.A A'l'C; TGG TGG TTT J 57 

Me" Trp Trp Phe 
-20 

GAG GA.A t.^GG GTG AGT T?C CTT CCT ?CA GGC CTT GTA AT? TGG ACA TGT 4 C 5 

Gin Gin Gly L^n Ser Phe Leu Pro Ser Ala Leu Vai II- Tiv Thr S^r 
-15 -10 -5 

GCT GGT TTG ATA TTT TCA TAG ATT ACT GCA GTA ACA CTC GAG GAT ATA ^5 3 

Ala Ala ?ne lie Phe Ser Tyr lie Thr Ala Val Thr Lou Hi:: Hu lie 
15 10 15 

GAG CGG CCT TTA CCT TAT ATC AGT GAG ACT GGT ACA GTA Gc;-^ GCA RA.A 501 
A.sp Fro Ala Leu Pro Tyr He Ser Asp Thr Gly Thr Vai Aia Pro Xaa 
20 25 30 

A.A.A TGC TTA TTT GGG GCA ATG CTA AAT ATT GCG GCA GTT TTA TGT C.VA 54 9 

Lys Cys Leu Fhe Gly Aia Met Leu Asn lie Aia Aia Val Leu Cyc Gin 
35 40 45 

A^A.A TAG.WiTCAG GAARATAATT CA-^CTTAAAG AAKTTCATTT CATC^AGCA-AA 602 
Lv.T 



CTCTTCARA-A ACATG7CTTT ACAAGCATAT CTCTTGTATT GCTTTCTACA CTGTTGA-ATT 6 62 

GTCTGGCAAT ATTTCTGCAG TGGAA^ATTT GATTTARMTA GTTCTTGACT GATAAJITATG 7 22 

GTAA.GGTGGG CTTTTCCCCC TGTGTAATTG GCTACTATGT CTTACTGAGC C.AAGTTGTAW 73 2 

TTTG^uAATA-A AATGATATGA GAGTGACACA AAA.AAAAAAA 8 22 

;2; INFORM.A7I0M FOR S£0 ID NO; 20; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 ammo acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{IX) FEATURE: 

(A) NAME /KEY: 3ig_peptide 
;B} LOCATION: 1 . . 21 

;C) IDENTIFICATION MSTHGD: Von Heijn- Rarriy. 
:D) OTHER INFORMATION: score 5.5 

seq SFLP3ALvIWTSA/AF 

;;<i) SEQUENCE DESCRIPTION: SEQ ID NO: 20: 



Trp Trp Phe Gin Gla Gly Leu Ser Phe Leu r't-o G^^r A U Le' 
1 5 10 1' 



wo 99/06550 

lie T f p T' h ; 5 ^- 1 Aid 

2C 



{?.) r N PORKAT ION P JR I [) NO : 21: 

(v) n?.'j:]r.Ur^. CHARACTERISTICS: 

(A) LENGTH: 405 base pairs 

(Ev) TYPE: NUCLEIC ACID 

(■;) 3TPAMDEDNES3 : DOUBLE 

iJ) TOPOLOGY: LINEAR 

(iil MOLECULE TYPE: CDNA 

(vi) OrUGlKAL SOURCE; 

(A) ORGANISM: Homo Sapiens 
("} -TISSUE TYPE: Testis 

(ixl FEATURE: 

(A) NAME/KEY; other 

(5) LOCATION: corr.pl ement ( 103 . . 3 9B ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . .296 
id AA442393 
est 

(ix) FEATURE: 

(A) WmZ/KEY: sig_peptide 
(3) LOCATION: 13 5.. 2 95 

[C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq LSYASSALSPCLT/A? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 21: 
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ATCACCTTCT TCTCCATCCT TSTCTGGGCC AGTCCCCARC CCAGTCCCTC TCCTCACC;tG 60 

CCCAGCCCAA GTCAGCCTTC AGCACGCGCT TTTCTGCACA CACATA-TTCC AGvCCCTACCT 120 

GGCATTCCAG GACCTCCGMA ATGATGCTCC AGTCCCTTAC AAGCGCTTCC TGGATGACGG 180 

TGGC ATG GTG CTG ACC ACC CTC CCC TTG CCC TCT GCC AAC AGC CCT GTG 22 9 

Met Val Leu Thr Tnr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val 
-35 -30 -25 

AAC ATG CCC ACC ACT GGC CCC .^AC AGC CTG AGT TAT GCT AGC TC? GCC 277 
Asn r<et Pre Thr Thr Gly Pre Asn Ser Leu Ser Tyr Ala Ser Ser A_a 
-20 -15 -10 

CTG TCC CCC TGT CTG ACC GCT CCA T^AK TCC CCC CGG CTT GCT ATG ATG 325 
:.eu Ser Pro Cys Leu Thr Ala Pro Xaa Ser Pro Arc Leu Ala Me^ 

-5 1 5 17 

CCT GAC AAC T.A.AA.TATCCT TATCC.AAATC AATAJ^JVRWPA FAATCCTCCC TCCArLV--GGG _-l8 4 
Pro AsD Asn 



^TCT.A.AA..AA. C.-.A.AAAA.AAA. 



105 
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{2; INFORMATION FOR SEQ ID MO: 22: 

(i) SZQUENCH: CHARACTERISTICS: 

(A) LEN3TH: 37 amino acids 
(3) TYPE: mim ACID 
(0) TOPOLOGY: LINEAR 

{ i i ) MO [, F.C IJ L TYPE: P ROTE I N 

(vi] ORIGINAL SOL'RCE: 

(A) ORGANISM: Hoir.o Sapiens 

(ix) FEATURE: 

(A) NAt'IE/KEY: sig_peptide 

(B) LOCATION: 1 . . 37 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(H) OTHER INFORMJ\TI0M: score 5.9 

seq LSYASSALSPCLT/AP 

(xi) SEQ:JENCE DESCRIPTION: SEQ ID NO: 22: 



Met Val Leu Thr Thr Leu Pre Leu Pro Ser Ala Asn Ser Pro Val Asn 
15 10 15 

Met Pro Thr Thr Gly Fro Asn Ser Leu Ser Tyr Aia Ser Ser Ala Leu 

20 25 30 

Ser Pro Cys Leu Thr 
35 



(2) INFORMATION FOR SEQ ID NO: 23: 

!i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4S6 base pairs 
(3) TYPE: NUCLEIC ACID 
[O STPANDEDNE5S : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

[vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

i'3) LOCATION: 149. .33 1 

(C) IDENTIFICATION METHOD: blasr.--. 

■;D) OTHER INFORM:\TION : identity 98 

region 1 . . 18 3 
id AA397 99-1 
est 

[i;-:) FEATURE: 

;Ai NAME/?:EY: other 
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(B) LCCATICN: 32 3. . 48 5 

(C) :C£MT:FIC?iT:GK ME7H0D: blastn 

(D) OTHER INFOflM^TiaN : identity 96 

region 179. . 336 
id AA397994 
est 

;ix) FEATURE: 

;A) NAt<E/KEY; other 
;B) LOCATION: -jonple.-nent { 1 8 2 . . 4 9 5 ) 
;C) IDEKTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 14 . . 328 
id AA399630 
est 



(i.x) FEATURE: 

(A) MAME/KEY: siq_peptide 

(B) LOCATION: 196. .24 0 

(C) IDENTIFICATION [METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq ILSTVTALTFAXA/LD 

(xll S ECU EMC E DESCRTPTION: SEQ ID NO: 23; 



AAAAAATTGG TCCC.AGTTTT CACCCTGCCG CAGGGCTGGC TGGGGAGGGC AGCGGTTTAG 60 

ATTAGCCGTG GCCTAGGCCG TTTA.ACGGGG TGACACGAGC NTGCAGGGCC GAGTCC.AAGG 12C 

CCCGGAGATA GGACCAACCG TCAGGAATGC GAGGAATGTT TTTCTTCGGA CTCTATC3AG 18C 

GCACACAGAC AGACC ATG GGG ATT CTG TCT ACA GTG ACA GCC TTA ACA TTT 231 
Me- Gly He Leu Ser Thr Val Thr Ala Leu Thr Phe 
-IS -10 -5 

GCC AR.A GCC CTG GAC GGG TGC AGA A.AT GGC ATT GCC CAC CCT GCA AGT 2 79 

Ala Xaa Ala Leu Asp Gly Cys Arq Asu Gly lie Ala His Pro Al^ Ser 
: ' 5 10 

GAG AAG CAC AGA CTC GAG AAA TGT AGG GA.A CTC GAG ASC ASC C.AC TCG 327 
Glu Lys Hi 5 Arg Leu Giu Lys Cy.s Arg Gla Leu Glu Xaa Xaa H^s Ser 
15 20 25 

GCC CCA GGA TCA ACC CAS CAC CGA AGA AAA ACA .ACC AGA AGA .^_AT TAT 37 5 

Ala Pro Gly Ser Thr Xaa Kis Arg Arg Lys Thr Thr Arg Arq Asn Tyr 
30 35 40 45 

TCT TCA GCC TG^^JJ^.TGrA-AK CCGGGATCAA ATGGTTGCTG .ATCAPAGCCC .ATATTT.aAAT 4 34 
Ser Ser Ala 



TGGAAAAGTC AAATTGASCA TTATTA-A.ATA AAGCTTGTTT AATATGTCTC A-AACAAVuA.A 4 94 
f^JK 4 90 



I >J FORMAT I ON FOR SEQ ID riO : 24: 
Ii; lEQUEMCE CHAF1.ACTERTSTIC3 : 
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{A] LENGTH: 15 amine acids 
{B; TYPE: PJ-IINC ACID 
(D) TOPOLOGY: L1Nz:AK 

(li) MOLECWLE TYPE: PROTIl'N 

(vi; ORIGINAL SOURCE; 

(A) ORGANISM: Hoii.u Sapiens 

(ix) ?iATURS; 

(A) NAME/KEY: sig_poptiaG 
(3) LOCATION: 1 . . 15 

(C) IDEMTIFICATICN METHO:-): Von He:3ne matrix 

(D) OTHER INFOilMATION: 5 -ore 5.5 

seq ILSTVTALTFAXA/LD 

(XI) SEQUENCE DESCRIPTIOM; SEQ ID KG: 2^: 



Met Gly He Leu Ser Thr Val Tp.r Ala Leu Tnr Phe Ala Xaa Ala 
15 10 15 



(2) INFORMATION FOR SEQ ID KO; 25: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 623 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(VI ) ORIGINAL SOURCE : 

(A) ORGANISM; H^mo Sapiens 
(F) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME/KEY: 5ig_peptide 

(B) LOCATION: 49. .96 

(C) IDENTIFICATION METHOD: Von Hei^n- rr-dtrix 

(D) OTHER INFORMATION: score 10. 

seq LVLTLCTLPLAVA/SA 

!xi) SEQUENCE DESCRIPTIOK: SEQ ID NO: 25: 



AAAGATCCCT GCAGCCCGGC AGGAGAGAAG GCTGAGCCTT CTGGCGTC ATG GAG .AGG 5 7 

Met G_u Ary 
-15 

CTC GTC CTA ACC CTG TGC ACC CTC CCG CTG GCT GTG GCG TCT SC7 GGC 101 
Leu Val Leu Thr Leu Cys Thr Leu Pre Leu Ala Val Ala Scr Ala Gly 
-10 -5 1 

TGC GCC ACG ACG CCA GCT CGC ?J^C CTG AGC TGC TAG CAG TGC TT'J .^^AG 15 3 

Cys Ala Thr Tnr Pro Aia Arg Asn Leu Ser C'/s Tvr Gin Cvs Ine L-/s 
5 10 ' 15 ^ 

GTC ACC ACC TGC AC{; GA(- TGC CCG CCC A^C TG3 TGC AGC CCG CTG CAC 20 1 
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Vdl Ser Ser Trp Thr Giu Cvb Pr:j PtD Thr Tro Cys Ser Pro Lpm Aso 
23 25 30 3;/ 

CAA GTC TGC ATC TCC PJ^.C GAG CTG GTC GTC; TCT TTT AAA TGG AGT GTA 2^19 

Gin Val Cys He Ser Asn Giu V-l Val Val Ser Phe Lys Tro Ser Val 

40 45 " 50 

CGC GTC CTG CTC AGC AAA -.GC TGI GCT CCC AGA TGT CCC A.^C GAC ^AC 29 7 

Arg Vai Leu Leu Ser Lys Arg Cys Aia Pio Arg Cys Pro Asn Asp Asn 

60 65 



ATG A.AK TTC GA.^ TGG TCG CCG CCC CCC ATG GTG CAA GGC GTG ATC ACC 
Met Xaa Phe Glu Trp Ser Pro Ala Pre Met Val Gin Gly Val lie Thr 

70 75 80 



34? 



AGG CGC TGC TGT TCC TGG GCT CTC TGC A^^C AGG GCA CTG ACC CCA CAG 39 3 

Arg Arg Cys Cys Ser Trp Ala Levi Cvs Asn Arg Aia Lea Thr Pro Gin 

8 5 90 95 

GAG GGG CGC TGG GCC CTG CRA GGG GGG CTC CTG CTC CAG GAC CCT TCG 44 1 

Giu Giy Arq Trp Ala Leu Xda Giy Giy Leu Leu Leu Gin Asp Pro Ser 

IOC 105 lie 115 

AGG GGC AEU^ A.^A ACC TGG GTG CGG CCA CAG CT(^ GGG CTC CCA CTC TGC 48 3 

Arg Gly Xaa Lys Thr Trp Val Arg Pro Gin Leu Gly Leu Pro Leu Cys 

120 125 130 

CTT CCC AWT TCC AAC CCC CTC TGC CCA RGG GAP. ACC CAG GA.^\ GGA 534 

Leu Pro Xaa Ser Asn Pro Leu Cys Pro Xaa Giu Thr Gin Glu Gly 

135 140 145 

TAJ\CACTGTG GGTGCCCCCA CCTGTGCATT GGGACCACRA CTTCACCCTC TTGGAR.^CA.2., 5 94 

TAAACTCTCA TGCCCCCAAJ^ AAAA.AAAA.^. 623 



(2) IMrCRMATION TOR SEQ I D MO : 26: 

(i) SEQUENCE CHARA-CT ERI ST I CS : 

lA) LENGTH: lb amino acids 
(3) TYPE: AMINC ACID 
(D) TOPOLOGY: LINEAR 

(li) VOLECULE TYPE: PROTEIN 

{vi} ORIGINAL SO'JRCE: 

(A) ORGANISM: Ho:r,o Sapiens 

(IX) riATURE: 

;A1 N.AME/KEV: 3ig_pep- id- 
ol LOCATION : 1 . . 16 

[C] IDENTIFICATION METHOD: Von Heijne itiatri:-: 
(0) OTHER INFORMJVTION': score 10.1 

s-c LVLTLCTLPLAVA/SA 

.y.L] SEQUENCE DESCRIPTION: SEQ ID MO: 25: 
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(2) IN:'ORMJ\TION FOR SEQ li: N;): 27: 

(1] SEQUENCE CHAP-:\CTERI3T:CS: 

(A) LENGTH: 643 bdse pairs 

(B) TYPE: WL'CLEIC ACID 
to S7R.^NDECNESS ; DOUBLE 
:C) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCh:: 

[A) ORGANISM: Homo Sapiens 

;n) DEVELOPMENTAL STAGE: Fetal 

;F) tissue TYPE: kidney 

[ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 32. .13 

(C) IDENTIFICATION METHOD: Von Hei^ae matrix 

(D) OTHER INFORMATION: score 10.7 

seq LWLLFFLVTAIHA/EL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 



AACTTTGCCT TGTGTTTTCC ACCCTGAAAG A ATG TTG TGG CTG CTC TTT TTT CTG 5 5 

Met Leu Trp Leu Leu Phe Phe Leu 
-10 

GTG ACT GCC ATT CAT GOT GAA CTC TGT C.AA CCA GGT GCA GAA AAT GCT 103 

Val Thr Ala lie His Ala Giu Leu Cys Gin Pro Gly Ala Glu Asn Ala 
-3 15 10 

TTT AAA GTG AGA CTT AGT ATC AGA ACA GCT CTG GGA GAT AAA GCA TAT 151 

Pha Lys Val Arg Leu Ser IIg Arg Thr Ala Lea Gly Asp Lys Ala Tvr 
15 20 25 

GCC TGG GAT ACC AAT GAA. GAA TAC CTC TTC AA.A GCG ATG GTA GCT TTC 199 

Ala Trp Asp Thr Asn Glu Giu Tyr Leu Phe Lys Ala Met Val Ala Phe 

30 35 40 

TCC ATG AGA AAA GTT CCC AAC AGA GAA GCA ACA GAA ATT TCC CAT GTC 2^7 

Ser Met Arg Lys Val Pro Asn Arg Glu Ala Thr Giu lie Scir His Val 
-55 50 55 

CTA CTT TGC A\T GTA ACC CAG AGG GTA TCA TTC TGG TTT GTG GTT ACA 2 95 

Leu Leu Cys Asn Val Tnr G^n Arg Val Ser Phe Trp Phe Val Val Thz 
60 6 5 7 0 

GAC CCT TCA AAA AAT CAC ACC CTT CCT GCT GTT GAG GTG CAA TCA GCC 34 3 

Asp Pro Ser Lys Asn His Ttir Leu Pro Ala Val Glu Val Gin Ser Aia 

^5 80 35 90 

ATA AGA ATG A^C AAG A^C CGG ATC AAC AAT GCC TTC T'T'T CTA A'vT GAC 391 

lie Arg Met Asn Lys Asn Arc He Asn Asn Ala Phe Phe Leu Asn Asp 
5 5 luC 105 



4 39 
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Gin Thr Leu Glu Phe Leu Lys lie Pro S-jr Thr Lou Ala Pro E'ro Met 
ILO lis 120 

GAC CCA TCT GTG CCC ATC TG^ ATT ATT ATA T'TT GG7 GTG ATA TTT TGC 

Asp Pro Ser Val Pro lie Trp 11- He lie Phe Gly Val lie Phe Cys 
125 IM: 135 

ATC ATC ATA GTT GCA AT'" GCA CCA CTG ATT TTA TCA GGG ATC TGG CAA 535 

He He lie Val Ala He Ai:. Leu Leu He Leu Ser Gly He Trp Gin 
14 0 141. 150 

CGT ADA ARA AAG AAC A.AA GA-A CCA TCT CPA. GTG GAT GAC GCT G.^ IIAT 5 3 3 

Arg Xaa Xaa Lys Asn Lys Glu Pre Ser Glu Val Asp Asp Ala Glu Xaa 

155 160 165 17G 

AAK TGT G?J\ hI\<Z ATG ATC ACA ATT G.AA AAT GGC ATC CCC TCT GAT CCC 531 

Xaa Cys Glu Asn Met He Thr He Giu Asn Gly He Pro Ser Asp Pro 
17 5 180 135 

CTG GAC ATG AAG GGA GGC CAT ATT A.=.T GAT GCC TTC ATG ACA GAG GAT 670 

Leu Asp Mec Lys Gly Gly His I^e Asn Asp Ala Phe Met Thr Glu Asp 
190 195 * 200 

GAG AGG CTC ACC CC? CTC TGAAGGGCTG T'TCTTCTGCT TCCTCA-^^RAA. 7 27 

Glu Arg Leu Thr Pro Leu 
205 

ATT.AA.ACATT TGTTTCTGTG TGACTGCTGA GCATCCTGAA ATACCAAGAG CAGATCATAT 7 37 

WTTTTGTTTC ACCATTCTTC TTTTGTAATA AATTTTG.AAT GTGCTTGA.AA l^J^S'AAAAAPJK 847 
C 848 



(2) INFORM^.TION FOR SZQ ID NC: 2c: 

(i) SEQjENCE CHAR-ACTZRISTICS : 

(A) LENGTH: 14 amino acids 
(3) TYPE; PaMINO ACID 
O) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(VI] ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(ix) FEATURE: 

(A) NP>IE/KEY: sig_peprido 
(3) LOCATION: 1 . H4 

(C) IDEtlTIEICATION METHOl): Von Heijne natri;-: 

(D) OTHER INFORF^-ATION : score 10.7 

seq LWLLFFLVTAIHA/EL 

SEQUENCE DESCRIPTION; SEQ ID NO: 25; 



Met Leu Trp Leu Leu Phe ?ne Leu Val Tr.r Ala He His Ala 

1 5 10 
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(2) INFOR>L^TION FOR SEQ ID NO: 29: 

(ll SELQUENCE CHARACTiilR I STI CS : 

(A: 'LE:NGTH: ?S base pairs 
(B; TYPE: NUCLEIC ACID 
(C) STRANDEDNESS : SINGLE 
(D; TOPOLOGY: LINEAR 

Hl) molecule TYPE: Other nu^^leic icid 

(xi) SEQUENCE DESCRIPTION: SE^ lu NO; 25: 



GGGAAGATGG AGATAGTATT GCCTG 2 5 



(2) INFORM^^TION FOR SEQ ID MO: 30: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 baso pairs 
CB) TYPE: KUCLEIC ACID 

(C) STRANDEDNESS : SINGLE: 

(D) TOPOLOGY: LINEAR 

(ill MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 



CTGCCATGTA CATGATAGAG AGATTC 2 6 



(2) INFORM^.TION FOR SEQ ID NO: 31: 

(i) SEQUENCE CHAR-^CTERISTICS : 

(A) LENGTH: 5^3 6 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STR.ANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ll) MOLECULE TYPE: Genomic DNA 

(ix) FEATURE: 

(A) NAME/KEY: promoter 

(B) LOCATION: l.-Sl"? 

(ixi FEATURE: 

(A) NAME/KEY: t ranscr ipr. ion s:art site 

(B) LOCATION: 518 

(i;-:) FEATURE: 

(A) NA^ME/KEY: TF bindir;g-sit9 
(3) LOCATION: 17 . . 25 

(C) IDENTIFICATION METHOD: rr;a t inspect or c:erl^:ction 
;D) OTHER INFORr<ATION: p.r;r.e CMYB_OI 

.SCOT- 

seauence TGTCAGTT^; 
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(IV) FEATURE: 

CA} WAME/KEY: TF biridmc-site 

[B) LOCATION; compl enienr ( 1 S . . 27 j 

[C) IDENTIFICATION METHOD: na t inspec-. o r prediction 

[D) OTHER INFORMATION: name ^<YOD_Qt 

:^C3re 0.9G1 
.sequence CCCi^^CTGAC 

(ix) FEATURE: 

(A) NAME /KEY: TF bin din j - s i te 
(B} LOCATION: coniplement ( 7 5 . . 8 5 ) 

(C) IDENTIFICATION METHOD: .T.atir.SDGCtor prediction 

(D) OTHER INFORMATION: narao S8_01 

score 0.960 

sequence AATAGA.-.TTAG 

;ix) FEATURE; 

(A) NAME/KEY; TF bind i ng-.s 1 1 e 
(3) LOCATION : 94. . 104 

(C) IDENTIFICATION METHOC ; rnatinspectc r orediction 

(D) OTHER INFORMATION: name S3_o"l 

score 0.966 
sequence A.ACTAA_=vTTAC 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: complement [ 1 2 9 . . 1 3 9 } 

(C) IDENTIFICATION METHOD: matmspectoi prediction 

(D) OTHER INFORMATION: name DELTAEF1_01 

score 0.960 
sequence GCACACCTC.AG 

fix) FE.i^TURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: complement [ 1 5 5 .. 1 65 ) 

(C) IDENTIFICATION METHOD: ma t inspector orediction 

(D) OTHER INFORC4ATION: name GATA_C 

score 0.964 

sequence AGAT/lrV-.TCCA 

(i:0 FEATURE: 

(A) NA.ME/KEr: TF binding-site 

(B) LOCATION: 17 0. .178 

(C) IDENTIFICATION METHOD: matinspector prediction 
tD) OTHER INFORt^J^TION: name CMYB_01 

score 0.958 
sequence CTTCAGTTG 

(IX) FEATURE: 

(A) NP>:E/KEY: TF bindi.ng-s i t o 

(B) LOCATION : 17S. . 18 9 

(C) IDENTIFICATION METHOD: ma t inspe c^ o- nred_c:ion 

(D) OTHER INF0Rr4ATI0N : name GATA1_02 

score 0.959 

sequence TTGTAGATA ^GACA 

(A; NAME/KEY; TF :^indi:ig-site 

(3) LOCATION: 180 . . 190 

(CI IDENTIFICATION METHOD: mat inspe r." - : 7 i on 

(D) OTHER INFORMATION: name GATa' C 
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score 0.953 

c cqu c r.Z'j AG ATACjGA; ' AT 

(ix) FEATURE: 

(A) NA^IE/KEY: TF binding- s 1 1: e 

(B) LOCATION: 284.. 299 

(C) IDENTIFICATION METHOD: na 1 1 nspec l j r r t.-Jio t ion 

(D) OTHER INFORMATION: name TAL 1 ALFHAE-1 7^0 1 

score C.97 3 

^ e q 'J e n < J e CAT P-J^ Z AG A T C G T AA C 

(ix) FEATURE: 

(A) NAME/KEY: TF bindmg-sito 

(B) LOCATION: 2 8 'J.. 2 99 

(C) IDENTIFICATION METHOD: mat i p. spe c t o r prediction 
(C) OTHER INFORMATION; name TAL1BETAE4 7 01 

score 0.933 

sequence CATAACAGATGGTAAG 

[IX) FEATURE: 

(A) NAME/KEY: TF binding-sice 

(B) LOCATION: 284.. 299 

(C) IDENTIFICATION METHOD; mar. i n -oecr c r preaiccicn 

(D) OTHER INFORMATION; name 7ALiBt:7ArTF2_01 

score 0,978 

sequence CATAACAGATGGTAAG 

(ix) FEATURE: 

(A) NAME/KEY; TF binding-site 

(B) LOCATION: conplement { 2 8 7 . . 2 9 6 ) 

(C) IDENTIFICATION METHOD: matinspectcr orediction 

(D) OTHER INFORMATION: name MYOD^Qb 

score 0.9b4 
sequence ACCATCTGTT 

(cx) FEATURE: 

{A} N.AME/KEY: TF binding-sice 

{B! LOCATION; compieiuent ( 302 . . 3 1 -1 ) 

(C) IDENTIFICATION METHOD: mat inspector orediction 

(D) OTHER INFORMATION: name GATA1_0 4 

score 0 . 953 

sequence TCAAGAT.-V^^^GTA 

(IX) FEATURE; 

(A) NAME/KEY; TF binding-site 

(B) LOCATION; 3 93. .4 05 

(C; IDENTIFICATION METHOD: mat inspector orediction 
(D! OTHER INFORMATION: name IKl 01 

score 0.963 

sequence AG T "7 GG G.^VAT TC G 

(IK) FEATURE: 

(A) N.AME/KEY; TF b indang-s 1 1 e 
( ?.] LOCATION: 393. .4 04 

(C; IDENTIFICATION METHOD: ir.at^nspecr j r orediction 

(D; OTHER INFORMATION; name IK23l 

score 0.955 
sequence AGT77/-- lAATTG 

(IX) FEATURE: 

;A; N;lME/KEY: TF bindmg-^^ite 
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(B) LOCATION: 396. . 4C5 

(C) IDEKTiriCATIOtJ KETHOD; raat in-.p-c:T pr-vdiction 
{D) OTtiZR INFORMATION: name c:RE:L_J1 

score 0.96? 
sequence TGGGA.ATTCC 

.:x) FEATURE: 

(A) NAME/KEY: TF binuinq-si-e 

(B) LOCATION: 423-. 436 

(C) IDENTIFICATION METHOD: mat inspect or prcdicrion 

(D) OTHER INFORMATION: name GATAl_J2 

score 0.95C 

sequence TCAGTGATATGGCA. 

(IX) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: complement ( 4 7 8 4 8 9 ! 

(C) IDENTIFICATION METHOD: ir.a- inspector prediction 

(D) OTHER INFORMATION: name SRY_02 

score 3.951 

sequence TAAA-.CAAAACA 

(ix) FE.ATURE: 

(A) NAME/KEY: TF blnding-site 
(3) LOCATION: 486- . 493 

(C) IDENTIFICATION METHOD: natiaspecu or prediction 

(D) OTHER INFORMATION: name E2F_02 

score 0.957 
sequence TTTAGCGC 

(ix) FEATURE: 

(A) NA^IE/KEY: TF binding-site 

(B) LOCATION: complement ( 5 1 4 52 1 ) 

(C) IDENTIFICATION METHOD: natinspector prediction 

(D) OTHER INFORMATION: name MZF1_01 

score C.975 
sequence TGAGGGGA 

(:<i) SEQUENCE DESCRIPTION: StQ ID NO: 31: 



TG.^GTGGAGT GTTACATGTC AGTTGGGTTA 

TC-::GATTrG CCTGCT.AATT CTATTATTTC 

GTTATTGACT GAGGTGTGCT AATCTCCCAT 

GATAGGACAT TGATAGATAC .ATAAGTACCA 

atcaggagaa aaa/^atgaca tctggaaa.^c 
.atacttt.atc ttgagt.agga gagccttcct 
GAhTTGAGGA gtcagctcag ttagaagcag 

CATCAGTG.AT ATGGC.AAATG TGGGACTA.AG 
^ TT'ji : TTTA.G CGC.GCTGGG GCATCG'^C.T 



AGTT7GTT.AA TGTCAT?C.^A ATCTTCTATG 60 

TGGAACTAAA TTAGTT7GAT GGTTCTATTA 120 

TATGTGGATT TATCT.^TTTC TTCAGTTGTA 18U 

GGACAJ^aA^CC AGGGAG.Ai-CT TTTTTCCAAA 240 

CTATAGGGAA Af-SCATAACA GATGGTAAGG 300 

GTGGC;iG\CGT GGAG.--AGGGA AGAGGTCGTA 3 60 

GGAGTTGGGA ATTCCG:TCA TGTGATT7AG 4 20 

oGTAGTGATC AGAG^CTT.A-^ .AATTGTGTGT 4 80 

G5G7CCCCTC ^a.a;;a'-^-ttc ccatga_;\tct 54 0 
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lUF'JRyj^.HOK FDR SSQ ID NO: 32: 

(I) SEOaENOZ CHARACTERISTICS: 

(A) LENGTH: 23 base pairs 

(3) TYPE; NUCLEIC ACID 

(C) STFANDEDNESS: SINGLE 

O) TOPOLOGY: LINEAR 

(II) MOLFJCUL^. TYPE; Other nucleic acid 
(;<!} SEQUENCE DESCRIPTION: SEQ ID NO: 32: 



gta::caggga ctgtgaccat tgc 



INFORMATION FOR SEQ ID NO: 33: 

[i) SECUENCE CHARACTERISTICS: 

[A) LENGTH: 24 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

[li) MOLECULE TYPE: Other nucleic acid 
(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 



CTGTGACCAT TGCTCCCAAG AGAG 



INFORMATION FOR SEQ ID NO: 34: 

<i.'! SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 861 base pairs 
(Bl TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: Genomic DNA 

(IX) FEATURE: 

(A; NAME/KEY: promoter 
(3} LOCATION: 1 . . 806 

i^y.) FEATURE; 

iA) NAiME/KEY: transcription starT 3i*:e 
(3) LOCATION: 807 

(i:-:, FEATURE: 

:Ai NAME/KEY: TF bmdinq-site 

LOCATION: complement ( 6C 70 ) 
:C) IDENTIFICATION KETHOD: matmso-cicr predion 
;D) OTHER INFORRATICN: name NFY g5 

score 0 . 

sequence GGACC^A-.TCAT 
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(ix; FEATURE: 

(A) NP>1E/KEY: T: oindiag-sire 
(3) LOCATION: 70.. 77 

(C) IDENTIFICATION METHOD: ir.a t inspec c d r l:l .'-i.c •_ i j:i 

(D) OTHER INFORMATION: name MZFl^Cl 

score 0.962 
sequence CCTGG3GA 

(ix) FEATURE: 

(A) NAME/KEY: TF bindinq-site 
(3) LOCATION: 124 . . 132 

(C) IDENTIFICATION METHOD: natinspec^nr p d i r 1 1 o:i 

(D) OTHER INFORMATION; name CMYb"_U1 

score 0.994 
sequence TGACCGTTG 

(IX) FEATURE: 

(A) NA^:E/KEY: TF binding-site 

:B) LOCATION: complement ( 12 6 1 3 4 ) 

(C) IDENTIFICATION METHOD: matinspector precirtLcn 

(D) OTHER INFORMATION: name VMYB^O^ 

score 0.985 
sequence TCC.A^.CGGT 

(La) FEAT'Jf^E: 

(A) NAME /KEY: TF binding-site 

(B) LOCATION: 135.. 143 

(C) IDENTIFICATION METHOD: matinspector Dreai"t:cn 

(D) OTHER INFORMATION: name STATED 1 

score 0.968 
sequence TTCCTGGAA 

;i:<) FEATURE: 

(A) N.AME/KEY: TF binding-site 

(3) LOCATION: coniplement ( 1 3 5 . . 1 4 3 ) 

(Cj IDENTIFICATION METHOD: matinspector prediction 

■;D) OTHER INFORMATION: name STAT_31 

score 0.951 
sequence TTGCAGUAA 

FEATURE: 

(A) N.OuME/KEY: TF binding-site 

(B) LOCATION: complement ( 2 5 2 .. 2 5 9 ) 

(C) IDENTIFICATION METHOD: raatmspector prediction 

(D) OTHER INFORM.:\TION: name MZFl^Ol 

score 0.956 
sequence TTGGGGGA 

;ix) FEATURE: 

(A) NAME/KEY; TF bmding-site 
(3j LOCATION : 357 .. 353 

(Cj IDENTIFICATION METHOD: mat msp-jc Lo r prediction 

;C) OTHER INFORMATION: name IK2^01 

score 0.96 5 
sequence G .-V: 7 ■ G G C A T 7 T ' C 

;ix) FEATURE: 

;A) NAME/KEY: TF binding-site 
l3) LOCATION : 334 .. 391 

'O IDENTIFICATION METHOD: mat mspv.i - or :. r ^.'l i j t r d:: 



wo 99/06550 



24 



PCT/1B98/01232 



[L:) 'JTHER INFORMATIOM: name MZFl^Ol 

score 0.936 
sequence AGAGGGG.^v 

!iK) FEAT -J RE: 

:a) N.AME/KEV: tf binding-site 

;bi LOCATION: complement ( 4 1 0 421 ) 

:C' IDENTIFICATION METHOD: raatmspector p r^:i-? t: lor^ 
other INFORMATION: name SRY C2 

score Q.95S 
sequence G.A.AAACA„A-AACA 

{\x) Vz.Mmi:: 

(A; NAME/ KEY: TF b:Lnding-si t e 
(B; LOCATION: 592,. 599 

(C; IDENTIFICATION KETHOD: matinspector prodimon 

(D) OTHER INFORMATION: name MZFl^Cl 

score 0.960 
sequence GA-AGGGGA 

(ik! FEATURE: 

(A) NAME/KEY: TF binding-site 
( LOCATION: 613 . . 627 

[Z] IDENTIFICATION METHOD; mat inspect or prc-diction 

(D) OTHER INFORMATION: name MY0D_Q5 

score 0.981 
sequence AGCATCTGCC 

(ix) FEATURE: 

(A) NAME/KEY; TF binding-site 
(3) LOCATION: 632.. 642 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORRATION: name DELTAE?1_01 

score 0.958 
sequence TCCCACCTTCC 

Hk! FE.ATURE: 

(A) ^3?>15/KEY: TF binding-s 1 1?= 

{3) LOCATION: complemen t ( 8 1 3 . . 3 2 3 1 

{0} IDENTIFICATION METHOD: matinspector pi-diction 

iJ) OTilER INFORMATION: na:ne S3_01 

score 0.992 
sequence GAGGC.^^ATTAT 

(ix) FE.ATURE: 

(A) NPi4E/KEY: TF oinding-site 

(3) LOCATION: complement (824 .. 331 ) 

(C) IDENTIFICATION METHOD: matinspector ort^diction 

(D) OTHER INFORMATION: name MZFI^Ol 

score 0.966 
sequence AGAGGGGA 

iKL) SE-JUENCE DESCRI?TIOM: SEQ ID ND: 34: 



ACTATAGGG CACGC3TGGT CGACGGCCGG GCTGTTCTGG AGCAG.^GGGC ATGTGAGTA.A 6 J 
GATTGGTCC CTGCGGAAGG TCTGGCTGGC TCCAGCACAG TGAGGCATTT AGGTATCTCT 12 0 
v^GTGACCGT TGGATTCCTG GAJ^.GTAGTAG CTGTTCTGTT TGGATGTGGT AGGGACAGGG Igj 
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CTCAoAGG.;.: TA....X;A':.:GAG GG.AAGGTCAG AGGAGAAGGS AGGSARGGCC rAGTGAGAK.. 2^10 

GGAGCATGCC TTCGCCC.AAC CCTGGCTTSC YCTTGGYMAM AGGGCGKTTY TGGGHACTTR JUO 

AAYTCAGGGG CG.A.ASCAG.\A SCACAGGCCC AKTCNTGGCT SMAA.GCACAA. TAGCCTG.AAT 3 GO 

GGGATTTCAG GTTAGNCAGG GTGAGAGGGG AGGCTGTCTG GCTTAGTTTT GTTTTGTTTT ^12 0 

CCA^A.ATC/Vv3 GT.-V-.GTTCCT CCCTTCTGCT ACGGGCCTTG GTCTTGGGTT GTGCTCACGC ^80 

AGTCGGAAL'T CCGTAGCACT TTCAGGAGAG TGGTTTTAGG CCCGTGGGGC TGTTCTGTTG 54 0 

CAAGCAGTGT GAGAAGATGG CTGGTAGAGG CTCTAGCTGT GTGCGGGGGC TGAJvG'GGGAC^ oOO 

TGGGTTCTCG CCC.^.AAGAGC ATCTGCCCAT TTCCCACCTT CCCTTCTCCC ACCAGAJVGGT 5 60 

TGCCTGAGCT G7TTGGACAA AAATCCAAAC CCCACTTGGC TACTCTGGGC TGGGTTCAGG 7 20 

TTGGA.ACCCA r\TACCTAGGC TTACAGGCCA TCCTGAGCCA GGGGCCTCTG GP„^ATTCTCT 7 30 

TCCTGATG(7I GG'l'TTAGGTT TGGGCACAAA ATATAATTGC CTCTCCCCTG TCCCA7TTTG 84 0 

TCTCTTGGGA GC.AATGGTCA C B61 

(2) IN FORM-ATI ON FOR SEQ ID NO: 35: 

(i) SEO'JENCZ CHARACTERISTICS: 

(A} LEMGTH: 20 base pairs 

(^) type:: nucleic acid 

(c) stpandedness: single 

(d) topology: linear 

(ii) [MOLECULE TYPE: Other nucleic acid 
(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 

CTGGGATGGA AGGCAC';.;GTA 2C 

(2) INFORMATION FOR SEQ ID NO: 36: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 ba^e pairs 
['-) TYPE: NUCLEIC ACID 
(G) GTP.ANDEDNESS: SINGLE 
(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: Other nucleic acid 

(:<i) SEQUENCE DESCRIPTION: SEQ ID 3n: 

GAGACCACAC AGGTAGAC.A.A 2 0 



(2) :NF0R:':AT:GN for SEQ id NO: 37: 
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(i) SZQ'JZIKZ "HARA^TERISTICS : 

(A) LENGTH: 5b5 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) &TRANDECNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULr: TYPE: Genomic DNA 

(i:-;) FEATURE: 

(A) NA.ME/KEY: promoter 

(B) LOCATION: 1 . . 5G0 

(ix) FEATURE: 

(A) MAME/KEY: transcription start site 
;B) LOCATION: 501 

lix) KEATURE: 

(A) NAME/KEY: TF binding-site 
;B) LOCATION: 191.. 206 

:C) IDENTIFICATION METHOD: xat insDecto r prediction 
;D) OTHER INFORN^TION: name ARNT^Ol 

score 0.964 

sequence GGACTCACGTGCTGCT 

(IX] FEATURE: 

(A) N.AME/KEY: TF binding-site 
{Dj LOCATION: 1 93 . .204 

(C] IDENTIFICATION METHOD: ma tinspect or prediction 

(D] OTHER INFORMATION: name NMYC_01 

score 0,965 

sequence ACTCACGTGCTG 

(IX) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B; LOCATION: 193. .204 

(C) IDENTIFICATION METHOD: matmspector prediction 

(D) OTHER INFORMATION ; name USF_01 

score 0.935 

seqjenco ACTCACGTGCTG 

[-1X? FEATURE: 

(A) NAME/KEY: TF bmding-site 

(B) LOCATION: complement ( 1 93 .. 20 4 ) 

(C) IDENTIFICATION METHOD: matini^pector prediction 

(D) OTHER INFORMATION; name USE 01 

score 0.985 

sequence CAGCACGTGAGT 

fix) FEATURE: 

(A) NAi^E/KEY: TF binding-site 

(3) LOCATION: complement (1 9 3 .. 2(; a } 

(C) IDENTIFICATION METHOD: matmspector prediction 

iD] OTHER INFORMATION: name NMYC 01 

score 0.955 
sequence CAGCACGTGAGT 

(i:<; FE.ATURE; 

(A) NAME/KEY: TF binding-sito 

(3) LOCATION: compiemont ( 1 93 . . 2 T 1 ) 

(C) IDENTIFICATION METHOD: ma ^ i r.,s pect r: r prediction 
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(D) OTHER INFORMATION: ridme MYCMA:<_02 

score 0.972~ 
sequence CAGCACGTGAGT 

(ix) FEATURE: 

(A) NAME/KEY; ?F binding-site 
(3) LOCATICK: 195. .202 

(C) IDENTIFlLJATrON METHOD: matinspector predicLion 

(D) OTHER INFORMATION: nane U3F_C 

score 0.997 
sequence TCACGTGC 

(XK] FEATURE: 

(A) NAI^E/KEY: TF binding-site 

(B) LOCATION: coir.pl enent { 1 95 . . 2 02 ) 

(C) IDENTIFICATION METHOD: nat i aspect o r prediction 

(D) OTHER INFORMATION: name USF_^C 

score 0.991 
sequence GCACGTGA 

(i:<) FEATURE: 

(A) NAf<E/KEY: TF bind_ng-site 

(B) LOCATION: conpi e.T\ent ( 2 10 . . 2 1 7 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 
(u) OTHER INFORMATION: name MZF1_0L 

score 0.968 
sequence C.ATGGGGA 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(E) LOCATION: 397.. 4 10 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION; name ELK1_02 

score 0.963 

sequence CTCTCCGGAAGCCT 

(i:-:) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: 4 00.. 4 09 

(C) IDENTIFICATION METHOD: rr.at inspectc r prediction 

(D) OTHER INFORMATION; name CET5i?54_0I 

score 0.974 
sequence TCCGGAAGCC 

Cix) FE.ATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: conpi en\ent { 4 60 . . 4 7 0 ) 

(C) IDENTIFICATION METHOD; natinsoector prediction 

(D) OTHER INFORMATION: narr.e API Q4 

score C.963 
sequence AGTGACTGAAC 

(IK) FEATURE: 

(A) NAME/ KEY: TF bmding-site 

{?.) LCCATIOf;: conpl enien t ( 4 60 . . 4 7 0 ) 

(C) IDENTIFICATION METHOD: :".- L i nsoectc r prediction 
(□) OTHER INFORMATION: r.a.-.e A?1FJ Q2 

score 0.961 
s e q u 0 n c P-.r, T C AC T G.AA C 

[l-A] FEATURE: 
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(A) i:mE/KF/i : TF bin: 
{=■) LOCATIO!;: S -17 . . 5: 
(C) IDENTIFI('A'IT.;)N M! 
OTHER It-] FORMAT 1 01 

(xi) SEQUENCE DESCRIPTrON: 

CTATACGGCA CGCKTGGTCG ACGGCCCCoC, 
AGGACAGCAT TTGTKACATC TGtiTCTACTG 
KAW.i\AGCTCA GC ACCGGTGC CCA TC AC AGS 
AGG.^CTGAC GGACTCACGT GCTGCTCCGT 
GAGCAGTCAG ACAGTGCCTG GGATAGAGTG 
CATTCCTGTC TGCATTAGTA ACTCCC/^^^CC 
GTTGCTCTGC CCATGGTCCC AC^TGCAGACC 
CGTGTCTTCT GCCTGCTCCC GCTCACATCC 
TTTTGCCTCC TCAATTTCTC TTGTCTTAGT 
TAGCTGTGTG GTCTC 



ling-3 it e 
.5 

:TH0D: matinspector preciicticr, 
I: name PADS_C 

score I. COO 

sequence TGTGGTCTC 

SCO ID NO: 37 : 

CTGGTCTGGT CTGTKGTGGA GTCGGGTTGA 60 

CACCTTCCCT CTGCCGTGCA CTTGGCCTTT 120 

GCCGGCAGCA CACACATCCC ATTACTCAGA 180 

CCCCATGAGC TCAGTGGACC TGTCTATGTA 24 0 

AGAGTTCAGC CAGTAAATCC AAGTGATTGT 300 

TAGATGTGAA AACTTAGTTC TTTCTCATAG 3 60 

CAGGCACTCT CCGGAAGCCT GGAAA.TCACC ^20 

CACACTTGTG TTCAGTCACT GAGTTACACA 4 80 

CCCATCCTCT GTTCCCCTGG CCAGTTTGTC 5 40 

555 



(2) INFOEINLATIOM FOR 5EQ ID NC : 38: 

(^) SEQUENCE CHARACTERISTICS; 

{A; LENGTH: 120 oase pairs 
(3: TYPE: NUCLEIC ACID 
(C] STRANDEDNESS ; DOUBLE 
(D; TOPOLOGY: LINEAR 

(^i) MOLECULE TYPE: CDNA 



(vi) ORIGIMAL SOURCE: 

(A; ORGANISM: Ho;no Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

FEATURE: 

(A) N.AME/KEY: Gig_pepticie 

[B) LOCATION: 16. .84 

(C} IDENTTFrCATION METHOD: Von He line macrix 
;n) OTHER INFO?.NL^TION: score 11.4 

sec vLALLLFVHYSNG/DE 

(xi) SEQUENCE DESCRIPTICN: SEC I D NO : 33: 



ACTTCCTGGT GCTGC ATG GTG TCC GTG CAC C7G TAG CTG GGT AA.C GTG CTG 51 
Met y^l ['he Val His Lev. Tyr Leu Gly Asa Val Leu 
-20 -15 

:GG CTG CTG CTC TTC GTG "AC TAG AGO .AAC GGC GAG G.AA AGC AGO GAT 9 9 
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Ala Leu Leu Leu Phe Va 1 

-IC 



Hi? Tvr Ser A:ir 



Gly Asp Glu Ser Ser Asp 
1 5 



CCC GGG CCC CAR CAC CGT GCC 
Pro Gly Pro Gin His Arq Ala 
10 



12C 



(2) INFORMATION FOR SEi:c: ID NC ; 39: 

(1) :^i:QUENCE CHARACTF.RTSTICS : 

(A) LRNGTH: 303 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDSDNESS : DOUBLE 

(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: s i t;_pept ide 
(3) LOCATION: 202.. 288 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFOW^Ji.TION: score 11.3 

seq FLLCIFLICAALA/AQ 

(>:i] SEQUENCE DESCRIPTION; SEQ ID NO: 39: 



AAAAGTGGAA .\ATGGGAGGC ATGA^^^^TACA TCTTTTCGTT GTTGTTCTTT CTTTTGCTAG 60 

AAGGAGGCA.^. P.ACAGAGCAA GTA.^_:i.^CATT CAGAGACATA TT3CATGTTT CP.^^GACAA.GA 12 0 

AGTACAGAGT GGGTGAGAGA TGGCATCCTT ACCTGG.^ACC TTATGGGTTG GTTTACTGCG 18 3 

TG.^LACTGCAT CTGCTCAGAG A ATG GGA ATG TGC TTT GCA GCC GAG TCA GAT 231 

Met Gly Met Cys Phe Ala Ala Glu Ser Asp 
-25 -20 

GTC C.^i ATG TTC ATT GCC TTT CTC CTG TGC ATA TTC CTC ATC TGT GCT 27 9 
Val Gin Met Phe He Ala Phe Leu Leu Cy.i i ie Phe Leu He Cys Ala 
-15 -10 -5 



GCC CTC GCT GCC CAG AAG AGT GGG 
Ala Leu Ala Ala Gin Lys Ser Gly 
I 5 



303 



(2) INFOR^^^ATION FDR SEQ ID NO: 40: 

(i) SEQUENCE CHAPJvCTERISTICS: 

;A) LENGTH: 313 base pairs 
;B) TYPE: NUCLEIC ACID 
{C) STR.JiNDEDNESS : DOUBLE 
{J) TOPOLCGY: LINEAR 
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(li) MOLECULE TYPE: CDMA 

(vij ORIGINAL SOURCE: 

{A) ORGANISM: Horr.o Sapiens 

(F) TISSUE TYPE: Normal prostate 

(tx) FZATURE: 

CA) NAME/KEY: sig_oeptide 
(3) LOCATION: 2 0 3.. 280 

(C) IDENTIFICATION METHOD: Vcr. Heijne matrix 

[D) OTHER INFORMATION: score 11 

SGq VIFLFLFWGVSLA/GS 

(Xi) sequence; DESCRIPTION: SEQ ID NO: 40: 



A.i\GGATGCTA TGCAAGTCAC T.AATA^„i\GGA AGACACGGAC AGATGAACTT AAAAGAGAAG 6 0 

CTTTAGCTGC C.AAAGATTGG G.AAAGGGAAA GGMCAAA.AAA GACCCCTGGG CTACACGGCG 120 

TAGGTGCAGG GTTTCCTACT GCTGTTCTTT TATGCTGGGA GCTGTGGCTG TA^^CCAACTA 180 

GGAAATAACG TATGCAGCAG CT ATG GOT GTC AGA GAG TTG TGC TTC TCA AGA 2 32 

Met Ala Val Arg Glu Leu Cys Phe Ser Arg 
-25 -20 

CAA AGG CAA GTC CTG TTT C7T TTT CTT TTT TGG GGA GTG TCC TTG GCA 28 0 
Gin Arg Gin Val Leu Phe Leu Phe Leu Phe Trp Gly Val Ser Leu Ala 
-15 -10 -5 

GGT TCT GGG TTT GGA CGT TAT TCG GTG ACC GGG 313 
Gly Ser Gly Phe Gly Ara Tyr Ser Val Thr Gly 
1 5 .0 



(2) INFORMATION FOR SEQ ID NO: 41: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH; 323 base pair.: 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii) KOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISlX: Hono Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(i;<) FEATURE: 

(A) NAKE/KEY: sig_peptice 

(B) LOCATION: 117 .. 170 

(C) IDENTIFICATION METHOD: Von Heijne inatri;-. 

(D) OTHER INFORMATION: s ::ore 13.7" 

s^q LILLALATGLVGG/ET 

(xi; SEQUENCE DESCRIPTION: SEQ ZD NO: 41: 



.^.-_-VvCCCAGC CTACCTGC7G T.AGCTGCCGC C^:'S.' -r/ -y^: TCXGCCGCCA CTGGWCCCCC 
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AGAGCENE^L^G CCCCAGAGCC TAGGAA.CCTC GC CTCCCGCCTC CAGGCC ATG 119 

Met 

AGG ATT CTG CAG TTA ATC CTG CTT GCT GTG GCA ACA GGG CTT GTA GGG 167 

Arg Tie Leu Gin Leu lie Levi :,e j Ala Lea Ala Thr Gly Leu V'ai Gly 

-lb -13 -5 

GGA GAG AGO AGG ATC ATC AAG GGG TTC GAG TGC AAG CCT CAC TCC CAG 215 

Giv G^u Thr Arq He 11^ Ly^ Gly Ph^^ Zlu Cy^ Lys Pco Kis Ser Gin 

1 5 10 ^ 15 

CCC TGG CAG GCA GCC CTG TTC GAG AAG AGG GGG CTA CTC TGT GGG GCG 2 63 

Pro Trp Gin Ala Ala Leu Phe Glu Ly:^ Thr Arg Leu Leu Cys Gly Ala 

20 ^ ' 30 

AGG CTC ATC GCC CCC AGA TGG CTC CTG ACA GCA GCC CAC TGC CTC AAG 311 

Thr Leu He Ala Pro Arg Trp Leu Leu Tar Ala Ala His Cys Leu Lys 

35 AO 45 

CCC CGC TAC GGG 32 3 
Pro Arg Tyr Gly 
50 



12) INFORMATION FOR SEQ ID NO: 42: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 264 base pairs 

(B) TYPE: NUCLEIC ACID 
{C] STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: HomD Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(i:<l FEATURE: 

(A) NAME /KEY: sig_pGptide 
(8) LOCATION: 94.. 14 7 

(C) IDENTIFICATIOM METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score 10.7' 

seq LILLALATGLVGG/ET 

{kL) SEQUEMCE DESCRIPTION: 3EO id 42: 



AAGAGGTTGA GGTGGCTGCG GGACTGGAA.G TGATCSGGCA GAGGTCTCAC AGCAGCCAAG 50 

A-„-.CCTGGGG CCCGCTCCTC CCCCCTCCAG GCC ATG AGG ATT CTG CAG TTA ATC 114 

Met Arc; lie Leu Gin Leu lie 
-15 

CTG CTT GCT CTG GCA ACA GGG CTT GTA ^G^ GGA G.AG ACC AGG ATC ATC 152 
Leu Leu Ala Leu Ala Thr Gly Leu V-i'^ Cly Gly Glu Thr Arg lie lie 
-10 -5 1 5 

f-J^r: GGG TTC GAG TGC AAG CCT CAG T'/.: -Ao CCC TGG CAG GCA GCC CTG 2 10 
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10 

TTC GAG AAG ACG CGG CTA CTC TG7 GGG 
?he Glu Lys Thr Arg Leu Leu Cys Gly 
25 33 

TGG CTC 
Tro Leu 
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Gi:; Pio Trp Gin Ala Ala Leu 
15 20 

GCG ACG CTC A7C GCC CCC AGA 25 S 
Ala Trir Leu He Ala Fro Arg 
35 

264 



(2) INFORMATION FOR SEQ ID NO: 43: 

(i) SEQUENCE CHARA.CTERISTICS : 

(A) LENGTH: 331 base pairs 

{B} TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

[vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: 23.. 112 

(C) IDENTIFICATION METHOD: Von Heijntj matrix 

(D) OTHER INFORMATION: score 10.6 

seq SLLLAVLVFFLFA/LF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43: 



CTCTAGAACC CGACCCACCA CC ATG AGO TCC TGC CTG TGG AGA TGC AGG CAC 52 

Met Arg Ser Cys Leu Trp Arg Cvs Arg His 
-30 -25 

CTG AGC C.AA GGC GTC CAG TGG TCC TTG CTT CTG GCT GTC CTG GTC TTC 100 
Leu Ser Gin Gly Val Gin Trp Ser Leu Leu Lsu Ala Val Leu Val Phe 
-20 -15 -10 _5 

TTT CTC TTC GCC TTG CCC TCT DNH AVT TRR KGD SCT CRA ACA AAG CCT 14 8 
Phe Leu Phe Ala Leu Pre Ser Xaa Xaa Xaa Xaa Xaa Gin Thr Lys Pro 
1 5 10 

TCC AGG CAT CAA CGC ACA GAG P-AC ATT .^AA CPA AGG TCT CTA CWG TCC 196 
5rr Arg His Gin Arc Thr Glu Asn He Lys Glu Arg Sar Leu Xaa Ser 
15 20 25 

CTG GCA AAG CCT TCC CAG GCA CCC ACA AGG GCA AGG AGG ACA ACC 24 4 

Leu Ala Lys Pro Lys Ser Gin Ala Pro Thr Arg Ala Arg Arg Thr Thr 
30 35 40 

at: TAT GCA GAG CCA GTG CCA GAG P.AC A.\T GCC CTC A,^C ACA CAA ACC 2 92 
Tyr Ala Glu Fro Val Pro Glu Asn Asa Ala Leu Asn Thr Gin Thr 
5G 55 60 



331 



wo 99/06550 PCT/IB98/01232 

Gin Pro Lys Ala His Thr Thr Giy Asp Arj Arg i.v-s CAy 
65 7 J 



(2) tNPORt^ATION FOR SF.Q ID NO: 4^; 

(i) sequence: CHAR-ACTERISTICS : 

(A) LENGTH: 406 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii) ^^OLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapier.s 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 167.. 220 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 1C.6 

seq XILLALATGLVGG/EI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 



AATGTGGGAC GTGGCTTTGT TCTAATA.^GA CGA-AGGGTGG AGTGCAGGCT TGGAAAGCAG 60 

GAGAGCTCAG CCTACGTCTT TA.i\TCCTCCT GCCCACCCCT TGGRTTCTGT CTCCACTGGG 12 0 

RCTCA.fl.GA3V AGGACCCTGG GGGCCCGCTC CTCCCCCCTC CAGGCC ATG AGG ATT 175 

Met Arg lie 

CTG CAG TKA ATC CTG CTT GCT CTG GCA ACA GGG CTT GTA GGG GGA GAG 223 
Leu Gin Xaa lie Leu Leu Ala Lea Ala Thr Glv Leu Vai Gly Gly Glu 
-15 -10 _5 1 

ATC AGG ATC ATC AAG GGG TTC GAG 7GC .^G CCT CAC TCC CAG CCC TGG 271 
lie Arg lie lie Lys Gly Phe Glu Cy- Lys Pro His Ser Gin Pre Trp 
5 IC 15 

CAG GCA GCC CTG TTC GAG AAG ACG CGG CTA CTA CTG TGG GGC GAC GCT 319 
Gin Ala Ala Leu Phe Glu Lys Thr Arc Leu Leu Leu Trp Gly Asp Ala 
20 25 30 

CAT CGC CCC CAG ATG GCT CCT GAC AGC AGC CCA CTG CCT CA,A GCC CCG 3 67 

His Arg Pro Gin f^ct Ala Pro Asp b'er l^^r Pro Leu Pro Gin Ala Pro 
3 5 4 0 4 5 

CTA CAT AGT TCA CCT GGG GCA GCA CP-^V CCT CCA GAA GGA 4Q6 
leu His Ser Ser Pro Gly Ala Ala Gl:. Pro Pro Glu Gly 

^0 55 50 



2) 



INFORMATION FOR SEQ ID NO: 45: 

(1) SECu;::^ic~ characteristic:' 
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(A) LENGTH: 1S7 base pair.^ 

(E) TYPE: NUCLSIC ACID 
(C) STRANDEDKE5S; DOUBLE 
;D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Marnial prostatie 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepticie 

(B) LOCATION: 35.. 143 

(C) IDENTIFICATION METHOD: Von Hei^R^^ nairix 

(D) OTHER INFORMATION: score 10.4 

seq LWLLLKLVSTXWA/VR 

(Xi> SEQUENCE DESCRIPTION: SEQ ID NO: 45: 



ATACTGTTTA TAAGCAACCT TGGTTTTACA TAGT ATG TIG GAG TGT GGG GCT 5 5 

Met Leu Glu Gl'j Cys Gly Ala 
-35 

GGG GTT GAT TTA GGA TTT GGA GGT GTA AA.G TTT GCG AGT G.AG ACA CCA 10 3 
Gly Val Asp Leu Gly ?he Gly Gly Val Lys Phe AU Ser Glu Thr Pro 
-30 -25 -20 

A.AC CTT CTC TGG CTG CTT TTA AAA CTK GTA AGT ACC YCT TGG GCT GTA 151 
Asn Leu Leu Trp Leu Leu Leu Lys Leu Val Ser Thr Xaa Trp Ala Val 
-15 -10 ^5 1 

AGA GTG ACT TTG ATC ATA TTT AAC AAC CAG GGA AGG 197 
Arg Val Thr Leu lie lis Phe Asn A5n Gin Ala Arq 
5 10 



(2) INFORMATION FOR SEQ ID NO: 46: 

(-i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH; 329 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS : DOUBLE 
O) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

{ = ) TISSUE TYPE: NorT.al prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{5) LOCATION: 24 9. .317 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(J) OTHER INFORM.ATIO^;: score ID. 2 

seq RCLLLALVAF33S/CT 

(Xi) SEQUENCE DESCRIPTIC:; : oEO ID NO: 46: 
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ATCTACTATA AA.^TCGATAG AAAAAAAAGT TC7TTA7GGC T AGTGG':\ ; AG CTTTTATTCC 60 

TGATACGCCT GAACTT3GCA GCCCACAGTC AGTGTCCTTG ATGACTCTTA SATTGAA^GA 120 

CCCKTCTTCC AAAGACACGT GCCTGTGCTC TGCAA.GTTTK ATCTGCCATC TTGGAAGGCT 13 0 

C.-.-lAGCAGTT TCTTTCTGTT GCTGAAGATA CCAGTGACCA CAGAAGGGCT TTTACCCCCT 24 0 

T::TCCGTA ATG ATC GCT TGC ago ATT AGA GAG TTG GAG AGA TGT CTK TTt^ 2 90 
t^et lie Ala Cys Ser He Arg Glu Leu His Arq Cys Leu Leu 
-20 -15 -ic 

TTA GCT TTG GTG GCG GAG TCA TCC TCA CAG ACG GAG GGG 32 9 

Leu Ala Leu Val Ala Glu Ser 5er Ser G^n Tnr His Gly 
-5 1 



(^) INFORMATION FOR SEQ ID NO: 47: 



(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 277 base pairs 

(B) TYPE: NUCLEIC ACID 
(C} STRANDEDNESS: DOUBLE 
CD) TOPOLOGY: LINEAR 



(ii) MOLFCULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

lix) FEATURE: 

!A) NAME/KEY: sig peptide 

(B) LOCATION: 182'.". 2 32 

:C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 10.2 

sec SLVLCLLSATVFS/LQ 

SEQUENCE DESCRIPTION: SEQ ID NO: 47: 



ACTTTTTTCC AGCTCCTGGG CGAATCCCAC ATCTGTTTCA ACTCTCCGCC GAGGGCGAGC 50 
AGGAGCGAGA GTGTGTCGA.A TCTGCGAGTG AAGAGGGAAC SAGGGGPJ^^J\ GA.AACAAAGC 120 
CACAGACGCA ACTTGAGACT CCCGCATCCC AAAJ^GAAGCA CCAGATC.AGC A.AAAAAAGA.A 130 



G ATG GGC CCC CCG AGC CTC GTG CTG TGC TTG CTG TCC GCA ACT GTG TTC 22 9 
Met Gly Pro Pro Ser Leu Vai Lou Cys Leu Leu Ser Ala Tbr Val Phe 
-15 -10 -5 

7C: CTC: CAG GG7 GGA AGC TCG GGC TTC CTG TCG CAC CAC CGC CCC GGG 27 7 

Ger Leu Gin Giy Gly Ser Ser Ala Phe Leu Ser His His Arg Pro Gly 
^5 IC 15 



(2 1 IMFORMATIOM FOR SEQ ID NO: : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 352 base pairs 

(B) TYPE; NUCLEIC ACID 
(C> STRANDEDNESS: DOUBLE 
(3) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Hypertrophic prosr^tre 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 17.. 121 

(C) IDENTIFICATION METHOD: Vcn Heijno matrix 

(D) OTHER INFORMATION: score 9 

seq AMWWLLLWGVLQX/XP 

i'Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 48: 



AGATGTCCAG TTCCAG ATG CCT GGA CCC AGA GTG TGG GGG AA.A TAT CTC TGG 5 2 
Met Pro Gly Pro Arg Val Trp Gly Lys Tyr Leu Tro 
-35 -30 -25 

AGA AGC CCT CAC TCC AAA GGC TGT CCA GGG GCA ATG TGG TGG CTG CTT 10 0 
Arg Ser Pro His Ser Lys Gly Cys Pro Gly Ala Ket Trc Trp Leu Leu 
-20 -15 " -10 

CTG TGG GGA GTG CTC CAG GST TKG CCC AAC CCG GGG CTC CGT CCT CTT 14 9 

Leu Trp Gly Val Leu Gin Xaa Xaa Pro Asn Pro Gly Leu Arg Pro Leu 
-5 I 5 

GGC CHA AGA GOT ACC CCA GCA GCT GAG ATC CCC CGG GTA CCC AGA GCC 196 
Gly Xaa Arg Ala Thr Pro Ala Ala Asp He Pro Arg Val Pro Arg Ala 

15 ' 20 25 

GTA TGG CAA AGG CCA AGA GAG CAR CAC GGA CAT C;^-A GGC TCC AGA GGG 24 A 

Vr. : Trp Gin Arg Pro Arg Giu Gin His Gly His Glri Glv Ser Arg Gly 
30 35 ' 40 

CTT TGG TGT GAG GCT CGT CTT CCA GGA CTT CGA CCT GGA GCC GTC CCA 2 92 
Leu Cys Cys Glu Ala Arg Leu Pro Gly Leu Arg Pro Gly Ala Val Pro 
45 50 55 

GGA CTG TGC AGG GGA CTC TGT CAC AAT CTC ATT CGT CGG TTC GGA TCC 34 0 

Gly Leu Cys Arg Gly Leu Cys His Asn Leu lie Arg Arg Phe Gly Ser 
60 65 7C 

A"_G CCA CTC GGG 35 2 

Lys Pro Leu Gly 
75 



N FORMAT I ON FOR SEQ ID MO: ^0: 

(1) SEQ:JF:rJCE CHARACTFRTS'ITCS : 

'A; LENGTH: ^50 base oairs 
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(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUDLF: 

(D) TOPOLOGY: LINEAR 

[li] MOLECULE TYPE: CDNA 

[vi; ORIGIKAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(E) TISSUE TYPE: Nornal prostate 

[Lk] EEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: 151 . .216 

(C) IDENTIFICATION METHOD: Von He.jne matrix 

(D) OTHER INFORMATION: score 8.8 

seq LLTLALLGGPTWX/XK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 49: 



A.^.GAGCCCCA CGGCCAGCTC CTTCCTGTTC CCCTGGCGGC CCCTCGCTTC TTCCTTCTGG 60 

ATGGGGGCCC AGGGGGCCAG GAGAGTATAA ASGSGWKDKG GARGGGTGCC CGGCACAACC 120 

AGACGCCCAG TCACAGGCGA GAGCCCTGGG ATG CAC CGG CCA GAG GCC ATG CTG 17 4 

Met His Arg Pro Glu Ala Met Leu 
-20 -15 

CTG CTG CTC ACG CTT GCC CTC CTG GGG GGC CCC ACC TGG GMA SGG AAG 222 
Leu Leu Leu Tnr Leu Ala Leu Leu Giy Glv Pro Thr Trp Xaa Xaa Lys 
-10 -5 1 

ATG TAT GGC CCT GGA GGA GGC AAG TAT TTC AGC ACC ACT GAA GAC TAC 270 
Mei Tyr Gly Pro Gly Giy Gly Lys Tyr Phe Ser Thr Thr Glu Asp Tyr 
5 10 15 

GAC CAT GAA ATC ACA GGG CTG CGG GTG TCT GTA GGT CKT CTC CTG GTG 318 
Asp His Glu lie Thr Gly Leu Arg Val Ser Val Gly Xaa Leu Leu Val 
20 25 30 

A.AA AGT GTC CAG GTG AAA CTT GGA GAC TCC TGG GAC GTG AAA CTG GGA 36 6 
Lys Ser Va L Gin Val Lys Leu Gly Asp Ser Trp Asp Val Lys Leu Gly 
35 40 45 50 

GGC CTT AGG TGG GAA TAC CCA GGA AGT CAC CCT GCA GCC AGG CGA ATA 4 14 
Giy Leu Arg Trp Glu Tyr Pro Giy Ser His Pro Ala Ala Arg Arg lie 
55 60 65 

CAT CAC AAA AGT CTT TGT CGC TTC CAA. GCT TTC CTC 4 50 

His His Lys S-r Leu Cys Arg Phe Gin Ala Phe Leu 
7 0 7 5 



(2) IMFORMATION FOR SEQ ID NO: 50: 

(1} SECUEMCE CHARACTERISTICS: 

:A) LENGTH: 16 1 base pairs 
;3) TYPE: NUCLEIC ACID 
:C) STRANDEDKES3 : DOUBLE 
(r,) TOPOLOGY: LIMEAR 
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MULECUL.r: TYP=:: CDNA 

(vi) ORIGINAL SOURCE; 

(A) ©RGANISM: Homo Sapiens 
(r) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAt^E/KEY: sig_peptide 

(B) LOCATION: 5 . . ^3 9 

;C} IDENTIFICATION METHOD: Von Hei:ne rr,::tri:< 
(D) OTHER INFORMATION; score 8.5 

aeq SVSLALLSGWVGS/RQ 

'xi) SEQUENCE DESCRIPTION: SEQ ID NO: 50; 



AGAC ATG GTA AGT GTG AGT TTA GCG CTG CTG TCC GGA TGG GTT GGT AGC 4 9 

Met Val Ser Val Ser Leu Ala Leu Leu Ser Glv Tro Vai Gly 3er 
-15 -10 -5 

Ac;a GAG GGT GGA GTA GGG TTA AGC ACA CTG GTC ACC TTA GGA TTG GTT 97 
Arn Gin Gly GLy Val Gly Leu Ser Thr Leu Val Thr Leu Gly Leu V^.l 
15 10 15 

TCC TGG TGC TGG AGA ATG GTT AGG ACA CAG GCC TTG G."^ GGT TTT TTG 145 
Ser Trp Cys Trp Arg Met Val Arg Thr Gin Aia Leu Giu G_y Phe Leu 
20 25 30 

AGT GTG ?JK^ TAT TAG TCA GCG TTT TCT GCA GAC CTG 181 
Ser Val Lys Tyr Tyr Ser Ala Phe Ser Ala Asp Leu 
j'd 40 



(2) IMFORlMATION for SEQ ID NO: 51: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 293 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDE0ME3S : DOUBLE 

(D) TOPOLOGY: LIMEAR 

(ii; MOLECULE TYPE; CDMA 

(vi: ORIGINAL SOURCE: 

{A) ORGANISM: Bono Sapiens 
(F) TISSUE TYFr':: Prostate 

(ix: ^=:A7URE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: 12 9.. 27 5 

(C) IDENTIFICATION METHOD: Von Hei^ne :T\atrix 

(D) OTHER INEORiVATION: score 3.5 

seq IVFLLLRVSPCLG/PS 

SEQUENCE DESGRIFTION: SZQ ID NO: 51: 
AAGATATCA-: TGTCTTG7TT TCACT TAGAT CCTACTTACA /^A.GTGAGGGT TATT.-.ACAG A GO 
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AT.V..^GCCTT CCTTTAAAGC TTTATAi^T.^VA TCATATTTAT TAP.T.WGCT 3TTGT3CATA 12 0 

CTTATAGT ATG CAT ATA TTC AGC ATA TGT TGC ATG TST TCA GA.H TTA CAT 170 
Met His lie Phe Ser He Cys Cys Met Xdd Ser Gl^^ Leu His 
-4 5 -4C 

AAG ATG A-A.A TCC CTT TCA TTG CAA CTT GCA AGT GAG A.^^A AGA TCC TTA 218 
Ly-s Met Gys Ser Leu Ser Leu Glr. Leu Ala Ser Glu Lys Ara Sor L--u 
-35 -30 -25 -20 

GTG GCT CTG GTG GAA GAA ATA GTA TTT CTT CTT CTC AGG GTG TC7 CCG 2 66 
Val Ala Leu Val Giu Glu He Val Phe Leu Leu Leu Arq Val Ser ^lv 
-15 -10 -5 

TGC CTT G(;C CCC TCC CAB AAG CCC CGG 2 93 

Cys L-a Gly Pro Ser Xaa Lys Pro Arg 
1 5 



(2; INrORI^^ATION FOR SZQ ID NO: 52: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 323 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

{D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(i:-:; FEATURE: 

(A) NA>IE/KEY; sig_peptide 
(3) LOCATION: 2 58.. 308 

(C) IDENTIFICATION METHOD: Von Hei3ne niatrix 

(D) OTHER INFORMATION: score 3.3 

seq VSALLM.AWrGVLS/CV 

(.VI) SEQUENCE DESCRIPTION: SEQ ID NO: 52: 



60 



AGCGCCGAGC TGACCGGGCG ACGCCGCGGG AGGTTCTGGA AACGCCGGGA GCTGCGAGTG 

TCCAGACATC CTTGTGGAAC CAGGCGTTGT KTTTCCTTGG CAGCTGCGGA GACCCGTGAT 120 

A.ATTCGTTA.^ CTAATTCAAC AAACGGGACC CTTCTGTGTG CCAGAAACCG CAA.GC.AGTTG 180 

CTAACCCAGT GGGACAGGCG GATTGG.AAGA GCGGGAAGGT CCTGGCCCAG AGCAGTGTGA 24 0 

CACTTCCCTC TGTGACC ATG AA.A CTC ?GG GTG TCT GCA TTG CTG ATG GCC 2 90 

Met Lys Leu Trp Val Ser Ala Leu Leu Met Ala 
-15 -10 

TGG TTT GGT GTC CTG AGC TGT GTG CAG ACC GGG 323 
Trp Phe Gly Val Leu Scr Cys Val Gin Thr Gly 
-5 1 5 
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(2) INFDRM-^nON FOR SEQ ID NO; 53: 

(I) SFQUENCE CHARi^.CTERISTICS: 

(A) LENGTH: 235 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNRSS : DOUBLE 

(0) I'OPOLOGY: LINEAR 

(II) f-'OLECULE TYPE : CDNA 

(vU ORIGINAL SOURCE: 

(A) ORGAN I SK: Homo Sapiens 

(F) TISS'JE TYPE: Normal prostate 

{!>:) FEATURE: 

(A) NAME/KEY: sig^peptide 
(ti) LOCATION: 92 . . 157 

(C) IDENTIFICATION METHOD: Von Hei:ine matri;< 
[H) OTHER INFORMATION: score 8.3 ' 

seq LLLPLMLMSMVSS /SL 

(:-.i; SEQUENCE DESCRIPTION: SEQ ID NO: 53: 



AGACCTGAGT CATCCCCAGG GATCAGGAGC CTCCAGCAG3 G.i^A.CCTTCCA TTATATTCTT 60 

CAi\GCAACTT ACAGCTGCAC CGACAGTTGC G ATG AAA GTT CTA ATC TC? TCC 112 

Met Lys Val Leu lie 3er Ser 
-20 

CTC CTC CTG TTG CTG CCA CTA ATG CTG ATG TCC ATG GTC TCT AGC AGC 160 
Leu Leu Leu Leu Leu Pro Leu Met Leu Met Ser Net Vai Ser Ser Ser 
-15 -10 -b 1 

CTG AWT CCA GGG GTC GCC AGA GGC CAC AGG GAC CGA GGC GAG GCT TCT 208 
Leu Xaa Pro Gly Val Ala Arg Gly His Arg Asp Arg Gly Gin Ala Ser 
5 10 " 15 

AGG AGA TGG CTC GAG GAA GGC GGA CTG 2 35 

Arg Arg Tru Leu Gin Glu Gly Gly Leu 
- 20 25 



[2) INFORMATION FOR SEQ ID NO: 54: 

■1) SEQUENCE CHARA.CTERISTICS : 

(A) LENGTH: 365 base pairs 
;3) TYPE: NUCLEIC ACID 
;C) STRANDEDNE3S : DOUBLE 
(C) TOPOLOGY: LINEAR 

(li) MOLECULE TYPI::: CDNA 

:vi) ORIGINAL SOURCE; 

(A) ORGANISM: Hono Sapiens 

[F) TISSUE TYPE: Cancerous prostate 

FEATURE: 

:a) :]ame/key: Gig^pcptid- 
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;3: LOZATION: 159. .2 2-1 

c:: IDENTIC ICAT ION METHOD: Von Hei^ne marnx 
(D; other INFORMATION: score 8.3 

seq LLLPLt<LMSMVSS/3L 

;;:c>'m.n;.:c d?:scrt ?tion: seq id no: 54; 



ACTCTTCTCG CCCTC.^^TG GGAACGCTGA CCTGGGACTA .^^\GCATAGAC CAG:;A;U^t : r; ; CO 

AG7ATCC7GA GCTGAGTCAT CCCCAGGGAT GAGGAGCCTC CAGCAGGG.A.^ C^/TTrCATTA 120 

TATTCTTC.V'. GCAACTTACA GCTGCACCGA CAGTTGCG ATG AAA GTT GTA ATC TOT 176 

Met Lys Val Leu lie Ser 
-20 

TCC CT'-: GTG C':'G TTG CTG CCA GTA ATG CTG ATG TCC ATG GTG TCT AGC 22 4 
Ser Lea Lej. Leu Leu Leu Pro Leu Met Leu Met Ser Met Val Scr Se- 
-15 -10 -5 

AGC CTG A.-.T GCA GGG GTC GCC AGA GGG CAC AGG GAG CGA GGG GAG GCT 2 72 
Ser Lcj I\sr. Pre Gly Val Ala Arg Gly His Arg Asp Arg Gly Gin Al^ 
1 5 IQ 15 

TCT AGG A(;A 7G(^ CTC CAG G.^.A GGC GGC CAA. GAA TGT GAG TGG AA.:\ GAT 32 0 

Ser Arg Arg Trp Leu Gin Glu Glv Gly Gin Glu Cys Glu Cy^: Lvs Asp 
20 25 30 

TGG TTC CTG AGA GCC CCG AGA AGA AAA TTC ATG ACA GTG TCT GGG 3 65 

Trp Phe Leu Arg Ala Pro Arg Arg Lys Phe Met Thr Val Ser Gly 
35 40 45 



{?.) IN FORMAT ION TOR SEQ ID NO: 55: 

ii) SEQUENCE CHAPACTERI3TICS: 

(A) LENGTH: l-^S base pairs 
(5) TYPE: NUCLEIC ACID 

(C) STFANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11 ; MOLECULE TYPE: CDNA 

{vx] ORIGINAL SOURCE: 

[A) ORGANISM: Horr.o Sapiens 

(E) TISSUE TYPE: Cancerous prostate 

iix] EE.^TURE: 

(A) NAME/KEY; 5ig_pcptide 
i3) LOCATION : 99. . 140 

[0) IDENTIFICATION METHOD: Von Heijne matrix 
[J) OTHER rNFnR^:ATIO^]: score S.2 

seq LLLLQLSLPSPTS/SP 

(XI' SEQUENCE DESCRIPTION: SEQ iC MO; 55: 



.VlVu-TGATG TCACTbGG.^-A. CTGCAGTCAT TTGAAJ*.nGA? Af;CAATC;iA.G CATTTC7TTC 
AGAGU JCTGT IGATCTTTCA G", GGCTTTGG TTCTGCTG ATG CTT TTG CTC CTT CAA 
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Met Leu Leu Leu L^l: Gin 
-10 

TTA TCT CTZ CCT TCT CCC ACC TCX TCT CCG 
Leu Ser Lea Pro Ser Pro Tnr Ser Ser Pro 



(2) IMFORHATICK FOR SEQ ID NO: 56: 

(i) SEQUENCE CHAEIACTERISTICS : 

(A) LENGTH: 105 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS : DOUBLE 
(JJ TOPOLOGY: LINEAR 

(ii; HOLECLLE TYPE: CDNA 

(vi; ORIGINAL SOUP.CE: 

(A) ORGANISM: Homo Sapiens 

TISSUE TYPE: Nor.Tial prostate 

ilK) FEATURE: 

(A) NAT^E/KEY: sig_peptide 
(3) LOCATION: 25. .75 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.1 

seq LSFKLLLLAVALG/F? 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 56: 



AGCCCCTGCT GCTCTGGGCA GAGG ATG CTG A.AG ATG CTC TCC TTT ?J.G CTG 51 

f-^et Leu Lys Met Leu Ser Phe Lys Lou 
-15 -10 

CTG CTG CTG GCC GTG GCT CTG GGC TIC TTT G;^_A GGA GAT GCT AAG TTT 99 
Leu Leu Leu Ala Vdl Ala Leu Gly Phe Phe Giu Giy Asp Ala Lv5 Phe 
-5 1 5 ' 

GGG GAAr 105 
Gly Giu 
10 



(2) INFORMATION FOR SEQ ID NO: 57: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 34^1 base pairs 

(B) TYPE: r!UCLr,IC ACID 
;C) 3TRANDEDNE33 : DOUBLE 
(D) TOPOLOGY: LINEAR 

'ii) f-lOLECULE TYPE: CDNA 

;vL) ORIGItlAL SOURCE: 

(A) ORGANTGi]; Homo Sapiens 

(F) TISS'JZ TYFE: Hypertrophic prostate 
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(ix) FEATUF.I: 

( A ) Um / KR Y : s . r;_pept ice 

(B) LOCATION- : 1 33 203 

<C) rOENTTFrCATIGN METHOD: Van Heijne matrix 
(D) OTHER INFORMATION: score 8 

5eq LLTLALLGXXXWA/GK 

■;xi) SEQ'JENCE DESCRIPTION: SEO ID NO: 57: 



AGCTCCTTCC TGTTCCCCTG GC3GCCCCTC GCTTCTTCCT TCTGGATGGG GGCCCAGGGC 60 

GCCCAGGAGA GTATAAAGGC GATGTGGAGG GTGCCCGGCA CAJ^CCAGACG CCCAGTCACA 12 0 

GGGCGGAGAG CfiSTGRG A?G CAG CGG CCA GAG GCC ATG CTG CTG CTG CTC 170 
Met Hi-; A-g Pro Glu Als Met Leu Leu Leu Leu 
-20 -15 

ACG CTT GCC CTC CTG GGG GRC MCC AMC TGG GCA GGG AAG ATG TAT GGC 218 
Thr Lsu Ala Leu Leu Giy Xaa Xaa Xaa Trp Ala GLy Lys t<et Tyr Gly 
-10 -5 1 5 

CCT GGA GGA GGC AAG TAT TTC AGO ACC ACT GAA GAG TAG GAG GAT GA„A 266 
Pre Gly Gly GLy Lys Tyr Pne Ser Thr Thr Glu Asp Tyr Asp His Ciu 
10 15 " 20 

ATC AGA GGG CTG CGG GGG TCT GTA GGT CTT CTC CTG GTG AAA AGT GTG 314 
He Thr Gly Leu Arg Vai Ser Vol Gly Leu Leu Leu Val Lys Ser Val 
25 30 35 

GAG GTG AAA CTT GGA GAC TGG TGG GAC GTG 3^4 
Gin Val Lys Leu Gly Asp Ser Trp Asp Val 
4 0 4 5 



(2! IMFORiMATION FOR 3EQ ID NO: 58: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 267 oase pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAKDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 

(i_) MOLECULE TYPE: CDNA 

{VI) OR:GI^^AL source: 

(A) ORGANISM: Ho:no Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) MA.ME/KEY: s i q_peptide 

(B) LOCATION: 5 5.. 105 

(Cl IDE^;TIFICATION METHOD: Von Heijne ir.atrix 
(D! OTHER INFCRMATICN; score 8 

seq VSAVLCVCAAAWC/30 

iy.L) SEOUEMCE JESC;R I ?T :CN : SEQ I D NC : 58: 
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ATG :-c AA(^ (^t:^ tca oCC gta ctg tgt gtg tgt gca gcc gct tgg tgc: lo:. 

Me- Leu Lys Val Ser Ala Val Leu Gvs Val Cys Ala Ala Ala Trp Cys 

-15 -10 -5 

AGT GAG TG? CTG GCA GCT GCG GCG GCG GTG GCT GCA GCC GGG GGG CGG 153 

Ser Glr. Ser Leu Ala Ala Ala Ala Ala Val Ala Ala Ala Gly Gly Ary 

1 5 10 15 " 

ICG GAG GGG GGT fvAT TT7 CTG GAT GAT AA,A CAA TGG CTC ACC ACA ATC 23 i 

Ser Asp Gly Gly Asn Phe Asp Asp Lys Gin Trp Leu Thr Thr He 

2C 25 30 

TCT GAG TAT GAG .AAG GAA GTC GGA CAG TGG AAC AAA TIC GGA GAG GAT 2^9 

Ser Gin Tyr Asp Lys Glu Val Gly Gin Trp Asn Lys Phe Arg Asd Asp 

35 40 45 

GAT TAT TTC CGC AGT GGG 2 57 
Asp Tyr Fhe Arg Thr Gly 
50 



(2) IMFORMATION FOR SSQ ID NO: 59: 

(i) sequence: CHARA.CTERI3TICS: 

(A) LENGTH: 258 base pairs 

(3) TYPE: NUCLEIC ACID 

(C} STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORG AN is:-:: Hone Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) N-Ai^E/KEY: 3ig_peptide 

(B) LOCATION: 124 174 

{C} IDENTIFICATION METHOD: Von iHei^ne matrix 
(D) 0T:HER INFORMATION: score 7.3 

seq VLWLISFFTFTDG/HG 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 59: 



AAGGATA„AGA AGTGATTGAG CCACAAGTAT ACTGAAGG.^.„A GGGCTCCCTC GAGTTGTGGT 
GTGr^AGAGAT- ;i^„LTCACCAG TCACAGACTA TGCACCCGAC TGCTGCTGTT CACTCCAGGG 



6 0 



AAA ATG AAA GTT GGA GTG CTG TGG CTC ATT TCT TTC TTC ACC TTC ACT 16:: 

Met Lys Val Gly Val Leu Trp Leu lie Ser Phe Pne Thr Phe Thr 

-15 -10 -5 

CAC ZZC GAG GST GGC TTC CTG GGG AAA AAT GAT GGC ATC AAA ACA AAA 21^ 

Aop Gly Hts Gly Giy t'he Leu Gly Lys Asn A:;o Gly He Lys Thr Lys 

1 5 10 

CTC ATT GTT AAT AAG PAA AA^. CAT CTA GGC CTC GGG 2 5? 

'"■'^ '-^'-^ Ai.!. Lya Lys Lys His Lou Giy Leu Gly 
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15 ?.[) 2b 



(2 1 IMFORKATION FOR ZZj ID M:): t ; 0 : 

(1) SEQUENC:^. ::i{A?^;Ar^TE:RIST:CS : 

(A) LENGTH.: 211 b^se pairs 
(3) TYPE: NUCLEIC ACID 
(C) STF.ANDEDMESS: DOUBLE 
(0) CCPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOL';^CK: 

(A) ORGANISE: Homo Sapier.s 

{?) TISSUE TYPE: Korn^al prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 155.. 202 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 7.7 

5eq ILLDLICLLFITA/CV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 60: 



ACTGAAATAG GAAAGTAAGA TTTATACCCA TTATTCAGCC AAAATCTGTT TTTCTTTAAC 60 

TTCTACCCAT TGTTCCT.AAG TCTGCCCTCT GGGGGCTGTA GAAAATAATG AAGATGATGT 12 0 

TATTA-ATGAT AACCAGTGCT TGCTGTAACC AGTT ATG TGC ATT ATT TTA TTG GAT 17 5 

Met Cys lie lie Leu Leu Asp 
-15 -10 

TTA ATT TGT TTA CTC TTT ATA ACA GCA TGT GTG GGG 211 
Leu lie Cys Leu Leu Phe lie Thr Ala Cys Val Gly 
-= 1 



(2) INFORMATIOM FOR SEQ I D NO : 61: 

[11 SEQUENCE CHARACTERISTICS; 

;A) LENGTH: 316 base pairs 
(3) TYPE: NUCLEIC ACID 
;C) 3TR.ANDEDMESS : DOUBLE 
;d; TOPOLOGY: LINEAR 

(ii) MOLECULl TYPE: CDNA 

Ivi) ORIGINAL SOURCE: 

:A) ORGANISM: Homo Sapiens 

TISSUE TYPE: Normal prostate 

(i.<) FEATURE: 

; A } V^P-y-,?. / KEY : 5 i g_pep t ide 
:?,) LOCATION: X 31.. 33 7 

;C; IDRNTXEICATION METHOD: Vor: Heiine .-latri:--. 
::^) OTHER INFORMATION; score 7.6 
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seq FKVrGSFFPLISC/QP 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 61: 

ACAT3GATTC ATTTGTTATT TGoGt^ATTAA ATTAGGCAGG GCACATAGTA GGGCCTCCTT 60 

GGATGTTTGA TGGCTGTTGA ATG.A-ACGT.^A GTG.AATCTGT 7CAGTTTTAG GGTTTTATTG 120 

CATTTTTGAT ATG GAT TGT GCC AGT ATA TGT GTA AAG TTC ACT TCT ATG 160 
Met Asp Cys Ala Ser lie Ser Val Lys Pne Thr Ser Met 
-55 -50 

GCT AGC ATG CAT GAG TTG AGT CAG TTC TGG GCT TCT AGA GGA GAG GTT 217 
Ala Thr Met His Asp Leu Sor Gin Phe Trp Ala Ser Arg Giy Glu Val 
-^5 -40 -35 

AGA .AAC TGG TGG CCA GTA GGA C^.-. ACT ACC CTA CCA CTG TTT TAT TTG 2 65 

Thr Asn Trp Trp Pro Vai Giy Gin Thr Ser Leu Pro Leu Phe Tyr Lcli 
-30 -25 -20 ^ -15 

GCT TTC ATG GTG TTT GGT TCT TTT TTT GCT TTA ATT TCC TGC CAG CCC 313 
Ala Phe Met Val Phe Giy Ser Pre Phe Pro Leu Tie .Ser Cys Gin Pro 
-10 -5 1 

GGG 316 
Giy 



(2) IMFORMATIOK FOR SEQ 1 3 NO : 62: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 317 base pairs 

(B) TYPE: N'JCLEIC ACID 

(C) STRANDGDNESS : TJCUBLE 

(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Hypertrophic prostate 

(ix} FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 147 . .206 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq LVVLFGITAGATG/AK 

{xii SEQUENCE DESCRIPTION: 3EQ ID NO: 52: 



ACTTTTGCAC TAGGAGTAGC .^Ji.GGAAGGGG GGTGGGCGCT CTTTCTTTTT CTCTT.^GPt.AG oO 

AGGGTTTAGC ACAGGTTTTT TCGTTCTCAC TTCCACACCA CCTTACCGCC TGCCGACCCC 120 

CCCTCTCCCC CTGCCCACCT ATCGTC ATG .ACG GCC TCT CCG GAT TAG TTG GTG 173 

M.er T.nr Ala Ser Pro Asp Tyr Leu Val 
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GTG CTT TTT GGG ATC ACT GCT GGG G3C ACC GGG GCC AAG GTA GGC TCG 
Vii Vea Fhe Giy He Thr Ala Gly Ala Thr Gly Ala Lys Leu Gly Ser 
-10 -5 1 5 



221 



GAT GAG AAG GAG TTG ATG CTG C:7C^ Ti:: TGG AAA GTC GTG GAT CTN GCC 
Asp GIj Lys Giu Leu He Leu Leu r'.Te Trp Lys Vdl Val Asp Leu Ala 
10 15 20 



259 



AAG AAG AAG GTG GGA CAG TTG GAC GAA 3KA HGti TTA GAG CGG ATC TGG 
Asn Lys Lys Val Gly Gin Leu His Giu Xaa Xaa Leu Asp Arg He Trp 
25 33 35 



{2} INFORMATION FOR SEQ ID NO: 63: 

(i) SLQUENCE CHAHACTERI ST ICS : 

(A) LENGTH; 232 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDECNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(lx) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 4 6.. 90 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 7.6 

seq CVLVLAAAAGAVA/VF 

(xi) SEQUENCE DESCRIPTION: SEQ I D NO : 63: 



AAGCGGCTGG TCCCCGGAAG TTGGACGCAT GCGCCGTTTC TCTCC ATG GTG TGC GTT 5 7 

Met Val Cys Val 
-15 

CTC GTT CTA GCT GCG GCC GCA GGA GCT GTG GCG GTT TTC CTA ATC CTG 105 
Leu Val Leu Ala Ala Aia Ala Gly Ala Val Ala Val Phe Leu He Leu 
-10 -5 1 5 

CGA ATA TGG GTA GTG CTT CGT TCC ATG GAC GTT ACG CCC CGG GAG TCT 153 
Arg He Trp Val Val Leu Arg Ser Met Asp Val Thr Pro Arg Giu Ser 
10 15 20 

CTC ACT ATC TTG GTA GTG GCT GGG TCC GGT GGG CAT ACC ACT GAG ATC 201 
Leu Ser He L-u Val Val Ala Gly Ser Gly Gly His Thr Thr Giu lis 
25 30 35 

CTG AGG CTG CTT GGG AGC TTG TCC AAT GCC TAC TCA OCT AGA CAT TAT 2A9 
l.eu Arg Leu Leu Gly Ser Lea Ser Asn Aia Tyr Ser Pro Arc His Tyr 
40 ^5 50 

GTC ATT GCT GAC ACT GAT G.AA ATG ACT GCC ACG 2S2 
Val He Ala Asp Tnr Asp Giu Met Ser Ala Thr 
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(2) INFORMATION FOR SKO ID MO: hA : 

(i) SEQUENCE CHARi^.CTERISTICS : 

(A) LENGTH; 293 bas^ pairs 

(E) TYPE; MUCLZIC ACID 

(C) STRANDEDWESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE; 

[A) ORGANISM: Homo Saoiens 

[F) TISSUE TYPE: Conceroui; prostata 

(ix) FEATURE: 

(At NAME /KEY: sig^peptidc 

(B) LOCATION: 48 . . 179 

[CI IDENTIFICATION METtlOU; Von Hei^ne matrix 
(D) OTHER INFOm^^TIGN: .score 7.5 

sec LMIPLLLLTPITA/TS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; d-I : 



ACAACTCAAG CCAGACAGGC AGCAATTCCA GAGTCCJ^AAG AGGCCTT ATG PAG AAA 5 6 

Met Lys Lys 

ACC GGG GAG GGG GGT ACT TTG AGC ACC GAG AGG ATA GGA GGG GCC GCT 10 4 

Thr Giy Asp Gly Giy Thr Leu Ser Thr Glu Arg lie Gly Gly Ala Ala 

"40 -35 -30 

CTC CTC AGC CTC CTG CTG AA.G AGG ATG A-AG ATG ACT TTG ATG ATA CCC L52 

Leu Leu Ser Leu Leu Leu Lys Arg Met Lys Met Thr Leu Met lie Pro 

-25 -20 -15 -10 

TTG TTG CTA TTG ACA CCT ATA ACT GGG ACC TCC ACT TCA AGG TGG CCC 2 00 

Leu Leu Leu Leu Thr Pro lie Thr Ala Thr Ser Thr Ser Arq Trp Pro 



GAG ATC GGA GTA GTG GCT ATC CGC TCA CA.:\ TTG AGG GCT TTG CAT ACC 248 

Glu lie Gly Val Val Ala He Arg Ser Gin Leu Arg Ala Leu His Thr 

10 15 20 

TGT GGT CAG GAG CCC GTG CCA GCT ATG G{iG TCA GAA GGG GCC GCG 293 

Cys Giy Gin Glu Pre Val Pro Ala Met Gly Ser Glu Gly Ala Ala 

25 30 35 



;2; iNrc?.:-:AT:o:: for seq id no: 55: 



jEMCE CHAR.^CTERISTIC3 : 
A: LE^JGTH; 3 4 0 base pairs 
TYPE: NUCLEIC ACID 
3TPANDEDNESS : DOUBLE 
TOrCLOGY; LINEAR 
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(ii) MOLECULE "Y^Z: CDN'. 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hone Sapiens 

(F) TISSUE TYPR: Knrrnal. prostate 

(ix) P^EATURE: 

;A1 ^]A^:£/KEY: siq_peptide 

(B) LOCATION: 32 . . 100 

;C| IDENTIFICATION MSTHOC: Von HeL:ne matrix 
(D) OTHER INEGRMATION: score 7.5 

seq LTFLQLLLI3SLP/RE 

(xi) SEQUENCE DESCR I PT ION : GEC I D NO : 65: 



AGTAGACGCT CGGGCACCAG CMGCGGCP_^^G G ATG GAG CTG GGT TGC TGG ACG 52 

Met Glu Lou Giy Cys Trp Thr 
-20 

GAG TIG GGG CTG ACT TTT CTT CAG CTC CTT CTC ATC TCG TCC TTG CCA 100 

Gin Leu Gly Leu Thr Phe Leu Glr. Leu Leu Leu lie Ser Ser Leu Pro 
-15 -10 -5 

AGA GAG TAC ACA GTC ATT AA.T GAA GCC TGC OCT GGA GCA GAG TGG AMT 14 0 

Arg Glu Tyr Thr Vai He Asa G_u Ala Cys Pro Gly Ala Glu Trp Xaa 
15 10 15 

ATC ATG TGT CGG GAG TGC TGT GAA TAT GAT CAG ATT GAG TGC GTC TGC 196 

lie Met Cys Arg Glu Cys Cys Giu Tyr Acp Gin He Glu Cys Val Cys 
20 25 30 

CCC GGA AAG AGG GAA GTC GTG GGT TAT ACC ATC CCT TGC TGC AGG AAT 24 4 

Pro Gly Lys Arg Glu Vai Val Gly Tyr Thr lie Pro Cys Cys Arg Asn 
35 4 0 4 5 

GAG GMG AA.T GAG TGT GAC TCC TGC CTG ATC CAC CCA GGT TGT ACC ATC 2 92 

Glu Xaa Asn Giu Cys Asp Ser Cys Leu He His Pro Gly Cys Thr He 
50 55 60 

TTT GiW ?-S.C TGC AMG AGC TGC CGM A„Ar GGC TCA TGG GGG GGT ACC TTG 34 0 

Phe Giu-Asr. Cys Xaa Ser Cys Arg Asn Giy Ser Trp Gly Gly Thr Leu 

65 70 75 ^ 80 



(2) INFORMATION FOR SEQ ID NO: 66: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 351 base pairs 
(5j TYPE: NUCLEIC AGIO 

:g; stpa.ndedness : double 
{j) topology: linear 

(11) l-:clecule type: cdna 

(vi) ORIGINAL SOURCE: 

;A) ORGANISM: Home Sapiens 

'F; tissue TYPE: Hypert roph c prostare 
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(A) NP-ME/KEY: sig^pcptice 

(B) LOCATICK: 112 .. 192 

(C) IDENTIFICATION METHOJ: Vcr Hev^ne matrix 

(D) OTHER INFORMATION: 5 -ore 7.2 

.^«q SLLFFLLLEGGXT/EO 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 66: 



A.^GACCTCGG A,A.CGAGAGCG CCCCGGGGAG CTCGGAGCGC CTGCACGCGT GGCAVACGGA GO 

GAAGGCVAKK RCNNNNRCTT GAAGGTTCTG IC".CCTTTTG CAGTGG7CCA A ATG AGA 117 

Ket Arg 

RAA AAG TGG I\J\A ATG GGA GGC ATG AA^. TAG ATC TTT TCG TTG TTG TTC 165 
Xaa Lys Trp Lys I^et Gly Gly Met Lys Tyr He Phe 3er Leu Leu Phe 
-25 -20 -15 -10 

TTT CT? TTG CTA GAA GGA GGC KA.^^ ACA GAG CPA. G?R AMN CAT TCA GAG 213 
Phe Leu Leu Leu Glu Gly Gly Xaa Thr Glu Gin Val Xaa His Ser Glu 
-5 1 5 

ACA TAT TGC ATG TTT CAA GAC AAG AAG TAC: AGA G"G GGT GAG AGA TGG 261 
Thr Tyr Cys Met Phe Gin Asp Lys Lys Tyr Arg Vai Gly Giu Arg Ttd 
10 IS 20 

CAT CCT TAC CTG GAA CCT TAT GGG TTG GTT TAC TGC GTG AAC TGC ATC 30 9 

His Pro Tyr Leu Giu Pro Tyr Gly Leu Val Tyr Cys Val Asn Cys lis 
25 30 35 

TGC TCA GAG RAT GGG AAT GTG CTT TGC AGC CGA GTC AGA TGT 351 
Cys Ser Glu Xaa Gly Asn Val Leu Cys Ser Arg Val Arg Cys 
40 45 ' 50 



(2) INFORMATION FOR SEQ I D NO : 57: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 31C base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 

(II) ;-:OLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Hypertrophic pr05t.^tR 

(i:<) FEATURE: 

(A) NAME /KEY: sig^peptide 

(B) LOCATION : 6^ . . 124 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
;D) OTHER INFORMATION: score 7.2 

seq VSIMLLLVTVSDC/AV 

(x-/ SEQUENCE DESCRIPTICN: SEQ I D NO : 57: 
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AGTGACC ATG AGA GGT GCC 
Met Arg Giy Ala 



ACG CGA GTC TCA ATG ATG CTC CTC CTA GTA 
Thr Arg Val Sor lie Me:: Leu Leu Leu Val 
-15 -10 



109 



ACT GTG TCT GAC TGT GCT GTG ATG ACA GGG GCC TGT GAG CGG GAT GTC 
Thr Val Ser Asp Cys Ala Val lie "Thr Gly Ala Cy^ Glu Arg Asp Val 
-5 15 10 



157 



CAG TGT GGG GCA GGC ACC TGC TGT GCC ATC AGC CTG TGG CTT CGA GGG 
Gin Cys Gly Ala Gly Thr Cys Cys Ala He Ser Leu Trp Leu Arg Gly 
15 20 " 25 



205 



CTG CGG ATG TGC ACC CCG CTG GGG CGG GP-A GGC GAG GAG "GC CAC CCC 
Lgu Arg Mec Cys Thr Pro Leu Gly Arg Glu Gly Glu Glu Cys His Pro 
3 0 3 5 ^0 



253 



GGC AGC CAC A-AG ATC CCC TTC TTC AGG AAA CGC AAG CAC CAC ACC TGT 
Giy Ser His Lys lie Pro Phe Phe Arq Lya Arg Lys Kis H:ls Thr Cys 
45 50 55 



301 



CCT TGC 
Pro Cys 

60 



TTG 

Leu 



310 



(2) INFORMATIOM FOR SEQ ID NO: 63: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 380 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY; LINEAR 

(ill MOLECULE TYPE: CDNA 

(VI) ORTGItJAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Fl TISSUE TYPE: Norir.ai prostate 

(Ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(Bj LOCATION: 240 . . 302 

(Ci IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 1.2 

seq SALLFSLLCEAST/VV 

{XL) SEQUEMCE DESCRIPTION: SEQ ID NO: 53: 



ACCTTTCTCC ACGCrCCAAA CTGTGACATA TA.AAJ\GCTGT TAGCTGCTCC TCTAGCCAGC 60 

AGCATTCA.".^ CCT7GCAGAG CTTTGCTCTC AGAGAGTTTG TAAAAAGACA CACTCCTCTT 120 

ACAAGAGTTC ATGCTACCAC ATAGCAAA.GA ACCTTAAATT TTTGGA.AG.AA C.^v-ATATATTC 130 

ATTTTGGCAT TGTGCAGAGC AAAGTAAA.CT CGGTGGCCTC TTCTTCTCCA CCCCTC-^.AR 2 39 

ATG ATA GCR ACC TCT CCC GTC AGC AGT GCA CTC CTG TTC TCC CTT CTC 2 57 

Met He Al:.i Il-j Sor Ala Val Scr Ser Aia Leu Leu ?ne Ser Leu Leu 
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-20 



-10 



TGT GAA GCA ACT ACC GTC GTC: CTA CTC P.AT TCC ACT GAC TCA TCC CCG 
Cys Glu Ala Ser Thr Val Val Leu Leu A-n Sei Trir Asp Ser Ser Pro 
-5 1 5 10 



335 



GSA ACC A.AT A,AT TTC RCT GAT AWT C.AA GCA 
Xaa Thr Asn Asn Phe Xaa Asp Xaa Glu Aii 
15 20 



:C7 CTG AAA GCA CAT 
\Ia Lju Lys Ala His 
25 



380 



(2; IMFORMATION FOR SEQ ID NO: b9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 435 base p^ir^ 
(3) TYPE; NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LItslEAR 

(li) MOLECULE TYPE: CDNA 

(vi! ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(D TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE; 

(A) NAKE/KEY: sig_peptide 
(3) LOCATION: 181., 24 3 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 1.2 

seq SALLFSLLCEA3T/VV 

(XI ) SEQUENCE DESCRIPTION: SEQ ID NO: 69: 



AGCATTC.^iAA CCTTGCAGAG CTTTGCTCTC AGAGAGTTTC TA.^J\.\AGACA CACTCCTCTT 60 

ACAAGAGTTC ATGCTACCAC ATAGCAA-AGA ACCTT.AA.-/:'i' T'LTGGAAGAA C.AATATATTC 12 0 

MATTTTGGCA TTGTGCAGAG CI\PJ\GT ?J\JkC TCGGTGGCCT CTTCTTCTCC ACCCCTCAA„J\ 13 0 

ATG ATA GCA ATC TCT GCC GTC AGC AGT GCA CTC CTG TTC TCC CTT CTC 22 8 

Met He A±a lie Ser Ala Val Ser Ser Aid Leu Leu Phe Ser Lou Lea 

-20 -15 -10 

TGT GAA GCA AGT ACC GTC GTC CTA CTC AAT TCC ACT GAC TCA TCC CCG 27 6 

Cys Glu Ala Ser Thr Val Val Lou Leu Asn Ser Thr Aso Ser Ser Pro 

-5 1 5 * 10 

CCA ACC kA'l AAT TTC ACT GAT ATT GA.A GCA GCT CTG AAA GCA CAA TTA 32 4 

Fro Tnr A.sn Asn Phe Thr Asp lie Glu Ala Al^ Leu Lys Ala Gin Lou 

15 20 25 

GAC TCA GCG GAT ATC CCC A_A.A GCC AGG CGG A.^G CGC TAG ATT TCG CAG 37 2 

Asp Ser Aid Ajp lie Pro Lys Ala Arg Arg -.y3 Arg Tyr He Ser Gin 

30 35 ^0 

AA.7 GAC ATG ATC GCC ATT CTT GAT TAT CAT AAT CAA GTT CGG GGC ?A.A ^20 

Asn Asp Mot Ilo Ala He Leu A.sr> Tyr His Ai:i Gin Val Arc Cly Lys 
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GTG T?C CCA f-'CG GCA 
Val Phe Pro Xaa Ala 

6 0 



(2) 1NFGF.MA7I0N FOR SEQ ID NO: 70; 

in Sequence: CHARACTERISTICS: 

(A) LENGTH: 426 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(i^) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(f) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(3) LOCATION: 352. .417 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.2 

seq LLTLVLCVAVAYE/RQ 

(xi) SSQUENCE DESCRIPTION: SEQ ID KO: 70: 



ATTGAGCTGT CTGCAGCAGA GCTGAGAGGA CCAGCCATTT TACTTATGGA AA.:^CAGTGTG 60 

GCATATTCTG CTGAGCTTCG CCCTGG.AAGA AGCCTCTTTT ATACATCTCT TCAGGGAAGA 120 

GAGAAGCAAT GGGCATGTTA GTATACA.ATG ATCACAGCCA CGCAGGCCTG CAAGCTGCCT 180 

TTTGGACAGG CTGTTGACTG CCGTTCCAAT TAGCTGATTG GAG.AATGTGG AATGCAGAGT 24 0 

GATA.ATGCTG C.ATATCTGCT ATCAGGCAGC AGCAAAGGTT TTTGTCTTGG G^J^.i^V^CAAGC 30 0 

TTTCCCTGCA ATATTATCTC AGCAGCTGCC TAGCTGCTTA CCCTG.AAAAC G ATG GAT 357 

Met Asp 

CCA A.AC GGA GGG TGT TGC ACT CTG CIA ACG CTG GTC CTG TGC GTG GCT 4 05 
Pro Asa Gly Gly Cys Cys Thr Leu Le'j Thr Leu Val Leu Cys Val Ala 
-20 -lb -10 -5 

GTG GCA TAT GAG CGG CAG GAG 42 6 

Val Ala Tyr Glu Ar:^ Gin Glu 
1 



(2i INFORMATION FOR SEQ i \: NO: 71: 

/i) SEQUENCE CHAPACTERI3TICS : 

(A) LENGTH: 339 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STPA.NDEDNE33 : DOUBLE 
(0) TOPOLOGY: LINEAR 
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(11) MOLECULE TYPE: CDMA 

(VI } ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prat^te. 

(ix) FEATURE: 

(A) NAl^E/KEY: sig^pepticp 
;B) LOCATION: 288.. 362 

;C} IDENTIFICATION METHOD; Von H-ijne matrix 
(D) OTHER INFORMATION: scor*^ 7.2 

5eq LFTF3TSLPS3LS/S3 

;xi) SEQUENCE DESCRIPTION: SEQ ID NC: 71: 



ACA^^TACCTC TTACTTATAT ACTTTTCTTT GTCTAAAAAA GAAAT.AAGAT CTGTCTAGAT 60 

GACTGATTA.A CTTAGGGAGA TTCTGATTAA CAGAA"TTCT AGAA^MGCCT TTCAGCAGGC 120 

AA.AGAGAAAA TTATATTTTG TACCAATTTA TATA.AAGTTC ATCTAGCTCA GCTTTTGGAG 180 

ATGTCCCTGG GGCTAGAGAT GAAATATCGT TTTCCTGTCC ACAGACAGCC. GTCTGCAGTT 24 0 

CACCCCATGA ACTCATACAG GTCAGAATTA AACCCCGAGC TTTGTTT ATG GAG GGT 2 96 

Met Giu Gly 
-25 

GAG ATA TAT TTC CAA GTA TTT CTT TCT CTT TTC ACA TTT TCC ACA TCA 34 4 

Glu He Tyr Phe Gin Val ?ne Leu Ser Leu Phe Thr Phe Ser Thr Ser 
-20 -15 -10 

TTA CCA TCA TCA TTG TCG TCA TCA TCA TTG TCA TCA TCC AAT GGG 3B9 
Leu Pro Ser Ser Leu Ser Ser Ser Ser Leu Ser Ser Ser Asn Glv 
-5 1 5 ' 



(2; IMFORM^ATION FOR SEQ 1 0 NO : 72: 

(1) SEQUENCE CHAE^ACTERISTICS : 

(A) LENGTH: 328 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{0} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : 194 .. 315 

(C) IDENTIFICATION METHOD: Von Heijne matri:< 

(D) OTHER IN FORMAT ION: score 7 

seq FLCMLA.AIDLALS/TS 

(x^) SEQUENCE 3F.SCRI PTICN : SEQ I D NO : 72: 
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ATGAGTCAGC CTGAAAGGAA CAGGCCGAAC TGCTGTATGG GGTCTACTGC CAGTGTGACC 60 

TGACCCTCTC CAGTCACCCC TCCTCAGTTC CAGCTATGAG TTCCTGC.AAC TTCACACATG 12 3 

CCACCTTTGT GCTTAA?KGG AATCCCAGGG ATTAGAGAAA GCCCATTTGT GGGTTGGCTT 130 

CGCCCTCCTT TCC ATG TAT GTA GTG GCA ATG TTT GGA ;^AC TGC ATC GTG 22 9 

Met Tyr Val Vai Ala Met ?he Gly Asn Cys lie Va 1 
-40 -35 -30 

GTG TTC ATC GTA AGG ACG GAA CGC AGC CTG CAC GCT CCG ATG TAG CTC 27 7 

Va L Phe lie Vai Arg Thr Glu Arg Ser Leu His Ala Pro Met Tyr Leu 
-25 -20 -15 

TTT CTC TGC ATG CTT GCA GCC ATT GAG CTG GCG TTA TCC ACA TCC ACC 325 

Phe Leu Cys Met Leu Ala Ala He Asp Leu Ala Leu Ser Tnr Ser Thr 
-10 -5 1 

AT..^ 328 
Mer 



(2) INFORMATION FOR SEQ ID NO: 73: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 267 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME /KEY: sig^pepti'de 

(B) LOCATION: 79.. 207 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(Dl OTHER INFORMATION: score 7 

seq PWFLAPWCPGTQS/NR 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 73: 



AGGGTTCGTT CTGGTTCTGG TTCTAGTTCT GGTTCTAACA ACTCACAATC CCTTTAGCTT 53 

TCTCTCCCCT CCCTTTGA ATG AGA GAA ACT AilC CCG CTT CCG AAG CCC CTG ill 

Met Arg Giu Thr Xaa Pro Leu Pro Lys Pro Leu 

-40 -35 

AJ^_A GAC ACT GCT CCT TCC TCT CAT GGA GTT GGC TCC GAG AGC CCG TCT 159 

Lys Asp Thr Ala Pre Ser Ser His Gly Val Gly Ser Asp Ser Pro Ser 
-30 -25 -20 

GCC ACC AGG CCA TGG TTC CTT GCC CCA TGG TGT CC':' GGG ACC GAG AGC 207 

Ala Thr Ar:^ Pro Trp Phc Leu Ala Pro Trp Cys Pro Gly Thr Gin. Ser 
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-10 



-5 



A.-.:: A3G ATC TGT CAC CCA OCT CTC TCT TCT CCC CCA GAT CAA 'SZG ACG 
Asn Arg He Cys His Pro Pro Leu Ser Ser E'ro Pro Asp Glr. Ala Ttir 
15 10 15 



255 



?C: CTC ACA CGC 
Cy,^ Leu Arg Gly 
20 



267 



[2' INFORMATION FOR SEQ ID NO: 74: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 301 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S : DOUBLE 

(D) TOPOLOGY: LINEAR 

ill) MOLECULE TYPE; CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

li:<) FEATURE: 

(A) NAME/KEY: 5ig_peptide 

(B) LOCATION: 2 3 -.202 

(C) IDENTIFICATION METHOD: Von Heijne matrix. 

(D) OTHER INFORMATION: score 7 

seq VLWLALRSLGRS/CS 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 74: 



A.AGTGAGGCT TGGA.AAGGCG TC ATG GAC AGA CCT GGG TCG CTT TCT GTC TTC 5 2 

Met Asp Arg Pro Gly Ser Leu Ser Val Phe 
-60 -55 

GGG TCC CTC CCG GCT TCG CTC GGG ACC TGG CTC TCA AGC CCA GCT TGG 100 
Gly Sei^ Leu Pro Aid Ser Leu Gly Thr Trp Leu Ser Ser Pro Al.^ Trp 
-50 -45 -40 -35 

CTC GTG GAC AGA CCG GTG CGC TCT GCA CAC CCG AGT GCG .AAT TCC ACC 148 
Le-] V^l Asp Arg Pro V=il Arg Ser Ala His Pro Ser Ala Asn Ser Thr 
-30 -25 -20 

GGC GTG AGA ATG AGC GTG CTC GTG GTC CTG GCC CTG AGG TCC CTG GGT 196 
Gly Vdl Arg l<et Ser Vai Leu Val Val Leu Ala Leu Arg Ser Leu Gly 
-15 -10 -5 

CCC AGC TGT TCC CTC TCC CAG GCT GCC CCC TCC AGG TGG ACG CGG TCA 24 4 
Ar5 Ser Cys Ser Leu Ser Gin Ala Ala Pro Ser Arg Trp Thr Arg Ser 
1 5 10 

r-S-.Z GAT GCC CCG CAG CCT CCT GGG TCT CAG CAC ATA TTC CAC ACC TAH 2 92 
As- A3p Ala Fro Glr. Pro Pro Gly Ser Gin His He Phe His Tnr Xaa 

11 2 0 2 5 3 0 
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(2) INFORMATION FOR 3EQ ID NG: 75: 

(i; :;h:uLih;NCE char.;\cT£ristics : 

{k: r.^MGTH: 110 base pairs 

(R; TYPE: N'JCLEIC ACID 

(C; STRANDEDNESS : DOUBLE 

(D! TOPOLOGY: LINEAR 

(111 MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX ; FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 3 . . 65 

(C) IDENTIFICATIOM METHOD: Von lleijne matrix 
(0) OTHER INFORI-IATION: score 1 

seq VILLFSYPSCCLC/FL 

{:<!) SEQUENCE DESCRIPTION: SEQ ID NO: 75: 



AT ATG CAT TAT TTT GTT GCT GGG AAA GTA ATC CTT CTC TTC TCT TAT 
Me:. His Tyr Phe Val Ala Gly Lys Vai He Leu Leu Pne Ser Tyr 
-20 -15 -10 



47 



CCA TCA TGT TGT TTG TGT TTC TTG GTG TAC AGG AGA GTA AGC KAT TTA 
Pro Ser Cys Cys Leu Cys Phe Leu Val Tyr Arg Arg Val Ser Xaa Leu 
-5 1 " 5 IC 



TTT AAG TGC TTT GAG 
Ph.e Lys Cys Phe Glu 
15 



110 



(2} INFORMA.TION FOR SEQ ID NO: 76: 

{:) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 318 base pairs 
(5) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
{D} TOPOLOGY: LINEAR 

(li; MOLECULE TYPE: CDNA 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(r) TISSUE TYPE: Cancerous prostate 

(ix; FEATURE; 

(A) NAME/KEY: sig_pcptide 

(B) LOCATION: 160.. 21 6 

(C) :cEMT:FICATI0N method: Vo- Hei:jne matrix 
(0) 0T!-:ER IKFORrJi.TION 1 score 7 
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seq STVVLQVLTQATS/OD 
SEQUENCE DESCRIPTION: SEQ ID NO: 76: 

AGACCCCA?.^ CATGGCGTG': TCCTAGA.:^GC CGCTTTCGGC ATCAGTAGGG GGGGGCGTGG 60 

GGTGTC;CGAK CGTGGGGAGA GGGAMCA-^^GC GACGCCACTT CGTGTTGGGA AGTGGGAGGG 120 

GGANRGGCGG GCPJMTCCCG ACCGAACC.A.^^ ACGGTTTCC ATG GAT CTC AA: AG f 174 

Met Asp Leu Asn Ser 
- 15 

GCC AGC ACT GTT GTT CTT CAG GTG TTA ACA GAG GCC ACC AGT GAG GAT 2 22 

Ala Sor Tnr Val Val Leu Gin Val Leu Thr Glr. Ala Tnr Ser Gin Asp 
~IC -5 1 

AGT (^GT GTG TTA AAA. CCA GCT GAG GAG CAG TTG AAG CAG TGG GAG ACA 270 
Thr Aia Val Leu Lvs Pro Ala Giu Giu Gin Leu Lys Gin Tip Glu Tnr 
5 10 15 

GAG CCA GGW TTG TAT TCA GTG TTG GTG /^J^T ATT TTC ACC AAC CAG GGG 313 
Gin Pro Gly Phe Tyr Scr Val Leu Leu Asn lie Phe Thr A^n His Gly 
20 ^25 30 



(2; INFORr^ATION FOR SEQ ID NO: 77: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 325 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Normal prostate 

[ixl FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 95 . . 313 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7 

seq FLCMLAAIDLALS/TS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 77: 



ATGAGTCAGC CTGA.Ai\GAA.C At^GCCGAACT GCTGTATGGG CTCTACTGGC AGTGTGACCT 50 

CACCCTCTCC AGTCAGCCCT CCTCAGTTCC AGCT ATG AGT TCC TGG A.AC TTC ACA 115 

Met Ser Ser Cys Asn Phe Thr 
-70 

CAT GCC ACC TTI GTG CTT ATT GGT ATC CCA GGA TTA GAG A^A GCC CAT 153 
'r.1.3 Ala Thr Pi^e Val Leu He Gly He Pro Gly Leu Gl i Lys Ala His 
-65 -60 -55 
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TTC TCG GTT GCC TTC CCC CTC CTT TCC ATG TAT GTA GTG GCA ATG TTT 
?ri- -Jip Vai Gly ?ne [-ro Leu Leu Ser Met Tyr Val Val Ala Mc^ Phe 
'^0 -45 -40 -35 



!1 i 



GGA PJ\C TGC ATC GTG GTC TTC ATC GTA AGG ACG GAA CGC AUG CTG CAC 
Gly As:: Gys lie Val Val Phe lie Val Arg Thr Giu Arg Ser Leu His 
-30 -25 -20 



259 



GCT CCG ATG TAG CTC TTT CTC TGC ATG CTT GCA GCC ATT GAG CTG GCC 
Ai3 Pre Met Tyr Lgj Phe Leu Cys Met Leu ALa Ala He Asp Leu Ala 
-15 -10 -5 



307 



TTA TCC AGA TCC ACC ATG 
Le\: i^er Thr ^:-er Thr Met 



325 



(2) IMFORMATION FOR SEQ ID NO: 78: 

!li SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 415 base pairs 

(B) TYPE: MUCLEIC ACID 

(C) 3TRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(J.L) MOLECULE TYPE: CDNA 

(VI) ORIGIMAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A; name /KEY: sig_peptide 
(B; LOCATION: 179 .. 34 6 

(C; IDENTIFICATION METHOD: Vcn Hei^ne natrix 
(D) OTHER INFORMATION: score 6.9 

seq ?LFFSCSISAiHS/CV 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 78: 



ACAAAATCAJV GAAAJ^^CCAA CATAGATGGT CAAAATATTC ATAGGTGACT GAGAGTATCC 6 0 

.AAATGGGCCA GGTGACTGAG AATACGCAAA CAGGCCAGAA TAATATCTGT GTTA.AATTTG 12 0 

ACCCTGTATT TTATT.AACAT ATCTGTCATG ACCTTTCTC7 GTACCTGCTG TAGTACTC 17 3 

ATG TAT AGA CTC AGT CTT ATA GCA GGC CCT GGG TCC TAT CCT GTG GTA 22 6 

Met Tyr Arg Lei: Ser Leu lie Ala Gly Pro Gly Ser Tyr Pro Val Leu 

-55 -50 -45 

AGA TGG GGA GTT TGG GAC ATC CCT AGT TCA TTA GTT CA.^. GTG ACT TAC 27^ 

Arq Trp Gly Vai Trc Asp lis Pro Ser Ser Leu Val Gin Val Thr Tyr 
-40 -35 -30 -25 

CAT CAG CCC .^^^-.Z CTC ACT ACA AAT TTG GAT CTG CCT TTG TTC TTC AGT 322 

Hi3 Gin Pro S-.3r. Leu Thr Thr Asn Leu Asp Leu Pro Leu Phe Phe Ser 
20 -15 -10 

TGT AGT ATC 7C;- r;CT ACC CAT TCT TGT GTC AAG CCT CCA TCT GTA ATT 3 7 0 
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Cys S^r 11- oe: A- a Tnr His Ser Cys Val Lys Pro Fro Ser V^l lie 

-5 1 1 

ATT GGT ATC TCT TCT TTC CTG AGC TIT CCT TAT CA.^^ ACT TTG GTA 415 

Iio Giy 11^- Sor Ser ?he Leu Ser Phe Pro Tyr Gin Thr Leu Val 

10 15 20 



(2; rNFORTO.TIOr-I FOR SEQ ID NO: 79; 

(i) SEQ-JEMCE CHARACTERISTICS: 

(A) LENGTH: 400 base pairs 

(B) ?Y?E: NUCLEIC ACID 

(C) STRAMDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(P) TISSUE TYPE: Noririal prostate 

(ix) FEATURE: 

(A) NA.ME/KEY: sig_peptide 
(H) LOCATION: 128.. 199 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 
(C) OTHER INFORMATION; score 6.9 

seq LCFLLLAVAK3FF/GS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 79: 



.^Ji.GTTGGTGA GCTTTTCCGG TGCTCTGCAC AGATGCTGGG GCGCTCAGCA .AACAGCCCTC 60 

AGTTTCTGGA GCTGTTCCGA GTCCCGTGGA GTCTCCATCT GAGCCCTTTC CTAGTCCAGG 120 

CATCCCG ATG TTG GTG GAT GGC CCA TCT GAG CGG CCA GCC CTG TGC TTC 169 
Met Leu Val Asp Gly Pro Ser Glu Arg Pre Ala Leu Cys Phe 
-20 -15 



TTG CTG TTG GCT GTG GCA ATG TCT TTC TTC GGC TCA GCT CTA TCC ATA 217 

Leu Leu Leu Ala Val Ala Met Ser Phe Phe Gly Ser Ala Leu Ser lie 

-10 -5 15 

GAT GAA ACA CGG GCG CAT CTG TTG TTG AAA GAA AAG ATG ATG CGG CTG 2 65 

A50 Glu Thi Arq Ala His Leu Leu Leu Lys Glu Lys Met Ker Arg Leu 

10 15 ' 20 

GGG GGG CGG CTG GTG CTG AAC ACC AAG GAG GAG CTG GCC hJ^.T GAG AGG 313 

Gly Giy Arg Leu Val Leu Asn Thr Lys Glu Glu Leu Aid Asri Glu Arg 

25 30 35 

CTG ATG ACG GTG AAA ATC GCT GAG ATG AAG GAG GCC ATG AGG ACC CTG 3G1 

Le-: Me^ Tr.r L-u Lys lie Ala Glu Mer Lys Glu Ala Met Arg Thr Leu 

4C 45 50 

ATA TTC CCA C3C AGC ATG CAC TTT TTC GAG GCC AAA TGG 4 00 

lie Phe Pro Pro Ser Met His Phe Phe Gin Ala Lys Trp 

55 6C 65 
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(2} INFO?.>y\TrOM FOR SEQ ID NO: 80: 



; ■. ) :}£Q\]ZHCE CHARACTERISTICS: 

;A! L[::ngtH: 212 base pairs 
(B) TYPE: NUCLEIC ACID 
I'C) 3TEIANDEDNESS : DOUBLE 
;D. TOPOLOGY: LINEAR 



(IX) MOLECULE TYPE: CDNA 



ORIGINAL SOURCE: 
(A; ORGANISM: Homo Sapiens 
{F; tissue TYPE: Cancerous prostate 



(ix) FEATURE: 



NAME/KEY: sig_pepticle 
LOCATION: 33.. 137 

IDEHTIEICATION t^ETHOD: Von Heijne marrix 
OTHER INFORMATION: score 6.9 

seq XLXXLLTPPPSYG/HQ 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 80: 



.AACCGGCCCG CGCCCCGCCA TGGAGGACCT GG ATG CCC TGC TCT C?G ACC TGG 5 3 

Met Pro Cys Ser Leu Thr Trp 
-35 -30 

AGA CTA CCA CCT CGC ACA TGC CAA KGT CAK GGG CTY CYA AAG AGO GYY 101 
Arg Lsu Pro Pro Arg Thr Cys Gin Xaa Xaa Gly Leu Xaa Lys Ser Xas 
-25 -20 -15 

C7T GYG GAB CTK C7C ACC CCT CCC CCA TCC TAT GGC CAC CAG CCA CAC 1^9 
Leu Xaa Xaa Leu Leu Thr Pro Pro Pro Ser Tyr Gly His Gin Pro Gin 
-10 -5 1 

ACA GGG TCT GGG GAG TCT DCA GGA GCC TCG GGG GAG F^AG GAC CAC CTG 197 
Tnr Gly Ser Gly Glu Ser Xaa Gly Ala Ser Gly Asp Lys Asp His Leu 
5 10 15 20 

TAC AGC ACG GTA TGC 212 
Tyr Ser Thr Vai Cys 
25 



(2) INFORMATION FOR SEQ I D NO : Bl: 



(1) SEQUENCE CHARACTERISTICS: 

(A! LENGTH: 26 9 base pairs 
(3) TYPE: NUCLEIC ACID 
iC) 3TRANDEDNESS : DOUBLE 
iD] TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 



;vi) ORIGINAL SOURCE: 

'A) ORGANISM: Homo Sapiens 

■:F: TISSUE TYPE: Ncnna_ prostate 
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(IX) rE.^-.TJRE: 

(A; NAME /KEY: 5ig_peptide 
iB) LOCATION: 15. . 137 

i.c:- IDENTI PICATIOM METHOD: Von Heijne matrix 
(D; other INFORM.ATION: score 5.8 

seq LFLFLTSIAEXCS/TP 

(y.ii 3EQUEN::E description: seq id NO: 81: 



ACCCTGTKCT TKTC ATG GIT DTC TGG CTC GTC TTA TTT GCT CTT GAG ATT 5 0 

Met Val Xaa Trp Lea Val Leu Phe Ala Leu Gin lie 

-40 -35 -3C 

TAC TCC TAT KKY A3T ACT CGA GAT GAG CCT GCA TCA CGT GAK AGG CTT 

Tyr Ser Tyr Kaa Ser Thr Arg Asp Gin Pro Ala Ser Arg Xaa Arg Len 

-25 -20 -IS 

CTT TIC CTT TTT CTG ACA ACT ATT GCG GAA TRC TGC AGC ACT CCT TAC 1-16 

Leu Phe Leu Phe Leu Thr Ser He Ala Giu Xaa Cys Ser Thr Pro Tvr 

-10 -5 1 

TCT CTT TTG GGT TTK GTC TTC ACG GTT TCT TTT CTT GCC TTG GGT GTT 194 

Ser Leu Leu Gly Xaa Val Phe Thr Val Ser Phe Val Ala Leu Gly Vai 

5 ' 10 15 

CTC ACA CTC TGC A.AG TTT TAC TTG CAG GGT TAT CGA GCT TTC ATG AAT 24 2 

Leu Thr Leu Cys Lys Phe Tyr Leu Gin Gly Tyr Arg Ala Phe Met Asn 

20 25 30 35 

GAT CCT GCC ATG A-=^T CGG GGA GGT GCG 2 69 

Aso Pro Ala Met Asn Arg Gly Gly Ala 
40 



(2) INFORMATION FOR SEQ ID NO: 82: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 68 base pairs 

[ii] TYPE: NUCLEIC ACID 

[C] STRANDEDNESS : DOUBLE 

;D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

;A) ORGANISED: Hono Sapiens 

[:) TISSUE TYPE: Hypertrophic prostate 

(IX) FEATURE: 

(A) NA1<E/KEY: sig_peptide 
(5) LOCATION: 9., 62 

(C) IDENTIFICATION METHOD: Von Heijne m3tri:< 
;D) other INFORMATION: score 6.7 

seq LPLLXXXSLPVGA/WL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 82: 
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AAGTCCTG ATG 3CC C3G CAT GGG TTA CCG CTG CTG CH3 YWG HTG TCG CTC 50 
Me" Ala Arg His G_y Leu Pro Leu Leu Xaa Xaa Xaa Ser Leu 
-15 -10 -5 

CCG GTC GGC GCG TGG CTC 68 
Pro Val Gly Ala Trp Leu 
1 



[2) INFORMATI0>J FOR SEQ I D NO : 83: 

(i) SEQUENCE CHAE^ACTERISTICS: 

I A} LENGTH: 4 07 base pairs 
{Bj TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ix) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE; 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 258. . 368 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq ILYILWYCSVCSS/GS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: B3: 



AAGGTTGGTC TGGACCGGAA GCGAAGATGG CGACTTCTGG CGCGGCCTCG GCGGASTGGT 60 

GATCGGCTGG TGCATATTCG GCCTCTTACT ACTGGCKATT TTGGCATTCT GCTGGATATA 12 0 

TGTTCGTAAA TACCAAAGTC GGCGGGAAAG TGAAGTTGTC TCCACCATA.A CAGCAATTTT 18 0 

TTCTCTAGCA ATTGCACTTA TCACATCAGC ACTTCTACCA GTGGATATAT TTTTGGTTTC 24 0 

TTACATGAAA aATCAAA ATG GTA CAT TTA AGG ACT GGG CTA ATG CTA ATG 290 
Me- Vai His Leu Axg Thr Gly Leu Met Leu Met 
-35 -30 



TCA GCA GAC AGA TTG AGG ACA CTG TAT TAT ACG GTT ACT ATA CTT TAT 33 8 
Ser Ala Asp Arg Leu Arg Thr Leu Tyr Tyr Thr Val Thr lie Leu Tyr 
-25 -20 -15 

ATT CTG TGG TAT TGT TCT CTG TGT TCT TCT GGA TCC CTT TTG TCT ACT 38 6 
He Lea Trp Tyr Cys Ser Vai Cys Ser Ser Gly Ser Leu Leu Ser Thr 
-10 -5 1 5 



TCT ATT ATG A.^G APJK AGG ATG 4 07 

Ser He t':-t Lv5 Lys Arg Mer 
10 



(2) INF0R::AT:CN for SSQ id no: 84: 
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(i) se;o:.if.nce characteristics: 

(A) LENGTH: 3^8 base pairs 

(E) TYPE; NUCLEIC ACID 

(C) S7RANDEDNESS ; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

[vi} ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(Ai NAME/KEY: sig_peptide 

(B) LOCATION; 196 . .24 0 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq ILSTVTALTFARA/LD 

(XI} SEQUENCE DESCRIPTION: SEQ ID NO: 84: 



AAAAAATTGG TCCCAGTTTT CACCCTGCCG CAGGGCTGGC TGGGGAGGGC AGCGGTTTAC 60 

ATTAGCCGTG GCCTAGGCCG TTTAACGGGG TGACACGAGC HTGCAGGGCC GACTCCAA.GG 120 

CCCGGAGATA GGACCAACCG TCAGGAATGC GAGGAATG7T TTTCTTCGGA CTCTATCGAG 160 

GCACACAGAC AGACC ATG GGG ATT CTG TCT ACA GTG ACA GCB TTA ACA TTT 231 
Met Gly He Leu Ser Thr Val Thr Ala Leu Thr Phe 
-15 -10 -5 

GCC AGA GCC CTG GAC GGC TGC AGA AJ\T GGC ATT GCC CAC CCT GCA AGT 27 9 
Ala Arg Ala Leu Asp Gly Cys Arg Asn Gly He Ala His Pro Ala Ser 
1 5 10 

GAG AAG CAC AGA CTC GAG AAA TGT AGG GAA CTC GAG AGC AGC CAC TCG 327 
Glu Lys His Arg Leu Glu Lys Cys Arg Glu Lgu Glu Ser Ser His Ser 
15 20 25 

GCC CCA-GGA TCA ACC CAG CAG 348 
Ala Pro Gly Ser Thr Gin Gin 
30 35 



(2) INFORM^^TION FOR SEQ ID NO: 85: 

(I) SEQUENCE CHARACTERISTICS; 

;A) LENGTH; 116 base pairs 

(B) TYPE: NUCLEIC ACID 

;C) S7RA.NDEDKESS : DOUBLE 

!D) TOPOLOGY: LINEAR 

(II) MGLr:CULE TYPE: CDNA 

(VI) ORIGINAL SOURCE; 

:a> ORGANISM; Homo Sapieno 

:F) TISSUE TYPE: Normal prostate 
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(ix) FEATURE: 

;A} NAf<E/Ki:Y: sig_peptlde 
;B) LOCATION: 4 5.. 113 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
!V] OTHER INFORMATION: score 6.5 

seq LTFLQXLLISSLX/RE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 



ACTCTCCCTC CCCA3TAGAC GCTCGGGCAC CAGCCGCGGC AAGG ATG GAG CTG GGT 5 6 

Met Glu Leu Gly 
-20 

TGC TGG ACG CAG TTG GGG CTC ACT TTT CTT GAG STC CTT CTC ATC TCG 104 
Cys Trp Thr Gin Leu Gly Leu Thr Phe Leu Gin Xaa Leu Leu lie 5er 
-15 -10 -5 

TCC TTG CHA AGA GAG TAG ACA GTC ATT ?JK'T GAA GCH CGC AAG 146 
Ser Leu Xaa Arg Glu Tyr Trir Vai lie Asn Glu Ala Arg Lys 
1 5 10 



(2) INFORMATION FOR SEQ I D NO : 36: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 308 base pairs 

(B) TYPE: NUCLEIC ACID 
{C} STRAWDEDNESS: DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
[3} LOCATION: 201.. 266 

(C) IDEMTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq FLLCXSVFTDCKG/DV 

{:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 86: 



ACACAATCAC GTTTTDAGTT GTGCGTGTGC GCGCACACGM GTGTAAAMAG CACTTTCGAT bC 

TGTGCCTCCT GTTTTCTCGA GTGGGGACAC TTTAACTACA GTTTASACCT CGGGCGCATM 12C 

AAGTTTKTCT TCTCTTTCTC TCTGGTTRTT TCTGTTTCTG AGTGGACCA^A CAGCAGARCC 18C 

CACGAGGAKT TG7TTTGAGT .ATG GAG CTG TTG CGG GTO TGC TCC TTT TTC TTG 2 33 

Met Glu he•^ Leu Arg Val Cys Ser Phe Phe Leu 
-20 -15 

CTT 7:^C TGC TCA GTT TTT ACA GAC TGT AAA GGA GAT G7G TTG TGT GTG 28 1 

Lsu lyjj Xr.^ Ser Val ?ne Thr Asp Cys Lys Gly Asp Vai Leu Cys Val 

-5 1 5 



wo 99/06550 



66 



PCTAB98/01232 



AAG A.TG GAG CAG AGT CAA ATC 
Lys Met Glu Gin Ser Gin He 
10 



308 



Cvs Ala 



(2) INFORMATION FOR 5EQ ID NC : 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 2B9 base pairs 

(B) TYPE: N'JCLEIC ACIC 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Nornal prosta'c 

(ix) FEATURE: 

(A) NAME/KEY: SLg_pGptiGe 

(B) LOCATION: 203. .268 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 6.3 

seq TWFLLLPPGQCRA/VG 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 87: 



AGAATCTCAC GAGAGAAGAA AACCAGCCAC ATAAAGGATT TGAAAGCTCA ACTTGCTTTC 60 

CCACTCTGTT ATCCCTGGAG TTGGCTTGGA TTCACCCTGA ACCCTTCCCC CTCCCGGGGA 120 

AAGTTGCTTC ACGTTGCAGC TCAGCAGGTT TGTCCAGCTA CATAGGCTCC AGAAAACAAG 180 

AAGCAJ^GACT GGAAAGCTGG GG ATG ATT GTA CGC CCT CGC CTG AAT CTT ACG 2 32 

Met lie Val Arg Pro Arg Leu Asn Leu Thr 
-20 -15 

TGG TTC CTC CTT CTT CCA CCT GGC CAG TGC AGA GCC GTG GGT GCC ACG 28 0 
Tro P'ne Le'j Leu Leu Pro Pro Gly Gin Cys Arg Ala Vai Gly Ala Thr 
-10 -5 1 

TGG CCC GGG 28 9 

Trp Pro Gly 
5 



(2; INFORiWION FOR SEQ ID NO: 88: 

(i; .SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 120 base pairs 
(3) TYPE: N'JCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 
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;vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUS TYPE: Normal prostate 

(IX) FEATURE; 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: 1 . . 57 

(CI IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORr^TION: score 6.3 

seq MVALCCCLWKISG/CE 

(xi) SEQUENCE DESCRIPTION: SE2 ID NO: 86: 



ATG CA.A 7TC TTG TTT AAG ATG GTG GCC TTA TGC TGT TGT CTC TGG AAG 
Met Gin Phe Leu Phe Lys Met Val Ala Leu Cys Cys Cys Leu Trp Lys 
-15 -IQ ^ -5 



48 



ATC TCC GGC TGT GAG GAA GTC CCT CTA ACT TAG AAC CTG CTC AAG TGC 
lie Ser Giy Cys Glu Glu Val Pro Leu Thr Tyr Asn Leu Leu Lys Cys 
1 5 10 



95 



CTC CTA GAT AAA GCG CAC GTA GCG 
Leu Leu Asp Lys Ala His Vai Gly 

15 20 



120 



(2) INFORMATION FOR SEQ ID NO: 89: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 247 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

;ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 5 0.. 11 2 

[C) IDENTIFICATION METHOD; Von Heijne matrix 

[D) OTHER INFORMATION: score 6.3 

seq CVCAJV/iXXSOSLX/XX 

[XL) SEQUENCE DESCRIPTION: SEC ID NO; 89: 



AJi-AGCGTCCT ATCCGGAGCC AJ\CTGTAGCT GGGATCCAGC GAGAGGAAG ATG CTC AAG 5 8 

Met Leu Lys 
-20 

GTG TCA GCC GTA CTG TGT GTG TGT GCA GCC GCT TDG TGS AGT CAG TCT IDG 
Val Ser Aia Val Leu Cys Vai Cys Ala Ala Ala Xaa Xaa Scr Gin Ser 
-15 -10 -5 

CTC GJ:-! RC7 KCC GCG GCG GTG GCT GCA GCC GGG GGG CGG TCG GAC GGC 15'3 
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6H 

Leu Xaa Xaa Xaa Ala Aia Val Ala Ala Ala Cly CUy Arg Ser Asp Gly 
15 10 

GGT PJ\T TTT CTG GAT GAT ?AA CAA TG(i CT;: ACC ASR ATC TCT GAG TAT 202 

Giy Asn Phe Leu Asp Asp Lys Gin Trp Lea Thr Xaa lie Ser Gin Tyr 
15 20 25 30 

GAC P^JkZ GAA KTC GGM MAZ TGG AAC AA.^ TT: CGA GAC GAT ECM TAT 24 7 

Asp Lys Giu Xaa Gly Xaa Trp Asn Lys Pne Arg Asp Asp Xaa Tyr 
35 40 45 



{2) INFORMATION FOR SZQ ID NO: 90: 

(i) SEQUENCE CHAFLACTERI STICS : 

(A) LENGTH: 294 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STKANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 124.. 186 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq MVALCCCLWKISG/CE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 90: 



AAGACGCTGC CTTTAGGGAG AGATAA.AAAG CATA^^TGACA TTAGCTAGGA AAGTTAATTT 60 

TCA:^TTCTTA CTGAAGTGCT GTATGA^^LACT G.AAATTTCCA AGG.AACTGP^Q. TTTTGTGAGC 12 0 

Cr^S^ ATG'AGC ATG CAA TTC TTG TTT AAG ATG GTG GCC TTA TGC TGT TGT 168 
Met Ser Met Gin Phe Leu Phe Lys Met Val Ala Leu Cys Cys Cys 
-20 -15 -10 

CTC TGG AAG ATC TCC GGC TGT GAG GAA GTC CC7 CTA ACT TAG AAC CTG 216 
Lea Trp Lys He Ser Gly Cys Glu Glu Val Pro Leu Thr Tyr Asn Leu 
-5 ' 1 5 10 

CTC A^AG TGC CTC CTA GAT AAA GCG CAC TGT GTA CTC CTG ACA CCT TGT 2 6-1 

l.ca Lys Cys Leu Leu Asp Lys Ala His Cys Val Leu Leu Thr Pro Cys 
15 20 25 

GGT TAG ATC TTT TCC TTG ATC AGT CCA GGG 29 4 

Gly Tyr lie Phe Ser Leu He Ser Pro Gly 
30 35 



(2; IKFORt^LnTION FOR SEQ 



ID N;): 9 1 



wo 99/06550 



69 



PCT/1B98/01232 



(1) SEQUENCE CHARACT::RISTICS : 

(A) LENGTH: 17 J oase pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ill MOLECULE TYPE: CDNA 

ivL) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapien.s 

(F) TISSUE TYPE: Normal prosid'^e 

(ix) rEATURE: 

(A) NAME/KEY: sig_peptiue 

(B) LOCATION; 114.. 164 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 6.2 

seq LWILLG3LSCRTS/NR 

(xi) SEQUENCE DESCRIPTION: SFQ ID NO: 91: 



AATTCTTATA GGTGTGTCCA GCAGGCAGTG GCTTGTAGCT G7TCCTTCAG CCACTTAACA 60 

GGTT7GATTT CA^AAGCTTTT TAATAGAGAA ACTAACATGT TTGGAGGGGA TTC ATG 116 

Met 

GCC CAA CAT TTA TGG ATT TTG TTG GGA AGT CTC AGT TGC CGA ACA AGC 164 

Ala Gin His Leu Trp lie Leu Lea Gly Ser Leu Ser Cys Arg Thr Ser 

-15 -10 -5 

AAC CGG CGG 17 3 
Asn Arg Arg 
1 



!2) INFORMATION FOR SEQ ID NO: 92: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 242 base pairs 

(B) TYPE: NUCLEIC ACID 
iC) STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI I ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Norrr.al prosLate 

(IX) FEATURE: 

{A) NAME/KEY: sig_pepridG 
{B) LOCATION: 66.. 149 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.1 

seq LYLFSGrWTFKLG/KF 

SEQUENCE DESCRIPTION: SEQ ID NO: 92: 
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ACACTTGART TGGGGTTAAG TTL^PiAGA?.CJ\ GACA.A.^CTTA GACACAAAGC TATGCAA^^AA 60 

T7GTG ATG AAC AAG GA.A RAA GTA AGT TTN :;;^A AG3 ABA GGA GAG GTC AGA 110 
Mei Asn Lys Glu Xaa Val Ser Xaa Giu Arg Xaa Ala Gin Val Arg 
-25 -20 -15 

TTA TAT TTA TTC TCA GGA TTT TGG ACT TTT KTA T T A GGG AAA. TTT AAA 153 
Leu Tyr Leu Phe Ser Gly ?he Trp Thr ?he Xaa Lr>n Giy Lys Phe Lys 
-IC -5 1 

GA.A GGG GAA TGR TCT TAT ATK KGT ATT CTA GA.A AGA TTA CTG TGG GAG 20 6 
Gin Gly Glu Xaa Ser Tyr Xaa Xaa lie Leu 31a Arg Leu Leu Trp Gin 
5 10 15 

GAG CAG TAT GWA GGA TGG CTT GTA GGR GAT /'AG AGA 24 2 

Gin Gin Tyr Xaa Gly Trp Leu Vai Gly Asp Lys Arg 
20 25 30 



(2) INFORC^ATION FOR SEQ ID NO: 93: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 439 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostaie 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(E) LOCATION: 200.. 361 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score G 

seq IVFIFLILLNTAA/QV 

("xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93: 



ATTGAAAGAT GGTAAAATGG TGCAGAAGGG GACTTACACT GAGTTCCTAA AATCTGGTAT 60 

AGATTTTGGC TCCCTTTTAA AGAAGGATAA TGAGGAAAGT GAA.CAACCTC CAGTTCCAGG 120 

AACTCCCACA MYAAGGGAAT CGTACCCTTC TCAGAGTCTT CGGTTTGGTC TCAACAATCT 180 

TCTAGACCCT CCTTGAAAG ATG GTG CTC TGG AGA GGG AAG ATA CAN MGG AAT 2 32 

Met Val Leu Trp Arg Ala Lys lie Xaa Arg Asn 
-50 -45 

GTG GGA GTT ACA CTA TCA GAG GAG AA.C CGT TCT GAA GGA AA.A GTT GGT 23 0 
Vsl Pro Val Thr Leu Ser Glu Glu Asn Arg Ser Giu Gly Lys Vai Gly 
-40 -35 -30 

TT7 CAG GCC TAT AAG AA.T TAG TTC AGA GCT GGT GOT ~AC TGG ATT GTC 32 9 

:-ne GLn Aia Tyr Lys Asn Tyr Phe Arq Ala Gly Ala His Trp lie Val 
-25 -20 -15 
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TTC ATT TTC CTT ATT CTC CTA AC:' CCA GCT CAG GTT GCC TAT GT3 

the lie Phe Lgu lie Leu Leu Asn Thr ALa Ala Gin Val Aid Tyr Val 
-10 -5 1 5 



376 



;"^TT G.AA GAT TGG TGG CTT TCA TAG TGG GCA AAC fi.\A CAA AGT ATG CTA 
L'-'.; Gin Asp Trp Trp Leu Ser Tyr Tip Ala Asn Lys Gin Ser Met Leu 
10 15 20 



424 



.AAT GTC ACT GTA AAT 
Asr. Val Thr Val Asn 
25 



439 



(2) INFORb-lATION FOR SEQ ID NO; 94: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 232 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STBANDEDMESS: DOUBLE: 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A> ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 125.. 178 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq FTSVLWLTSPSQP/NT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 94: 



ATGTAGTGAA TAAAGTTTGA GAACCACTGA CTTGAACTTT AGCATGATTT GATACACAGG 6 0 

GTCCTCTGTA ATCGTACTTC GTTCTGCTTT AAGGCTGTTG GGCTGTCTCC TCCA.ACCCAT 12 0 

CCKK ATG TTG TTG TAK TTT TTC ACC TCK GTC CTT TGG CTT ACG TCA CCN 169 
Met Leu Leu Xaa Phe Phe Thr Ser Val Leu Tro Leu Thr Ser Pro 
-15 -10 ' -5 



TCC C^^ CCT .A.^T ACC TGG CCT TCT AGT CTT CTG TGT ACT TAT CCA AAT 
Ser Gin Pro Asn Thr Cys Pro Ser Ser I.eu Leu Cys Thr Tyr Pro Asn 
1 5 10 



217 



CTA .^AC CCT CCA TGG 
Leu Asn Pro Pro Trp 
15 



2 32 



■; I M FORMAT ION FOR SEQ ID NO: 95: 



(i; SEQUENCE CHARACTER I 3T ICS : 

LEMGC;;: 223 base oairs 
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(B) TYPE: NUCLEIC ACm 
{C) STBANDEDNESS : DOUDLZ 
(D) TOPOLOGY: LINEAR 

(11} r':OLECUL.^ TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;F) tissue TYPE: Cancerous prostate 

(ix) FEATURE: 

iA) NAME/KEY: sig_peptide 
13} LOCATION: 140 . .205 

(C) IDENTIFICATION METHOD: Von Heiine m:irrLx 
(0) OTHER INFORMATION: score 5.9 ^ 

seq IXLGCLALFLLLO/HK 

:xi) SEQUENCE DESCRIPTION: SEQ ID NO: 95: 



A.ACAGTTACG A/^.GGAGAGCT GCAAAAGTTG CAGCAGAA^^G GTTGGGAGTC CCGACAGGTT 60 

CCGTAGCCCA CAG.^LAAAGAA GCAAGGGACG GCAGGACTGT TTCACAGTTT TGTGCTTCTG 120 

GAAGGTGCTG GACAAAAAC ATG GAA CTA ATT TCC CCA ACA GTG ATT ATA ATC 172 

Met Gla Leu lie Ser Pro Thr Vsl li^ Tie lie 
-20 -lb 

CTG GGT TGC CTT GCT CTG TTC TTA CTC CTT CAG CGG AAG AAT TIG CGC 220 
Leu Gly Cys Leu Ala Leu Phe Leu Leu Leu Gin Arg Ly^ Aan Leu Arg 
-10 -5 1 5 

AG A CCC TGG 229 
Ar-7 Pro Trp 



(2; INFORMATIOM FOR SEQ ID NO: 96: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 292 base pairs 

(B) TYPE: NUCLEIC ACID 
iO STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

[i^; MOLECULE TYPE: CDNA 

ivi] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prcscate 

!i>:i FEATURE: 

(A) N;i>IE/KEY: siG^peptide 
(3) LOCATION: 13^.. 274 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORC<.E\TION: score 5.9 

seq TWLGLLSFQNLHC/FP 

(::r: SEQUENCE DESCRIPTION: SEQ ID NO: 95: 
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AirArT'ITCr 'lArCCCTGCT GATTTCAAAC CTTCCCATGG TTTA JA.A:..;A TAA.C'.rrG'l'A^ 60 

TGT.AATGC.AA GTCCCCT.^AC TCCCTGGTTG CTAACATTA.^v CTTC J I'T A^AG T.A^AT.CATCAA. 120 

TG.AAAGAVAT TCT ATC CAT GGT TTT GAA ATA ATA la; T Ti A.\A GAG G.nA 169 
Met His Gly Phe Glu He He 3er 1-u Lv- 31u Glu 
-45 -40 

7CA GCA TTA GGA AAG GTG AG7 GAG GGT CCT TTG TTT PAT GTG ACT AGT 217 
Pro Leu Gly Lys Vai Ser Gin Gly Pro Leu Phe A.;n Vai Thr Ser 
-30 -25 -20 

GGC TTA TCA TCA CCA GTG ACC TGG TTG GGC CTA CTC TCG TTC GAG A.^G 2 65 
Gly Ser Ser Ser Pro Vai Thr Trp Leu Gly Leu Leu .Ser The Gin Asa 
-15 -10 -5 

GTG CAT TGC TTC CCA GAC CTC CCC GGG 2 92 

Leu His Cys Phe Pro Asp Leu Pro Gly 
1 5 



i2; IMFORI-IATIGN- FOR SEQ ID NO: 97: 

(i) SEQUENCE CHAEIACTERISTICS: 

(A) LENGTH: 458 base p^irs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepticie 
(3) LOCATION: 27 0.. 4 37 

(C) IDEMTIFICATION METHOD; Von Hei^ne xa-rix 

(D) OTHER INEORt/lATION; score 5.9 

seq NTLFLHLSGLS.-_^/DT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 97: 

^AGCTCTGAG ACAGGAGCCC AGCCCTGGGA TTTTCAGGTG TTTTCATTTG GTGGTCAGGC 60 

H'GAACAGAG TGTTTTCCTT TGGTGGTCAG GACTGAGCAG AGAGACCTCA CCATGGAGCT 120 

rKGGSYGKTG CKGGCTTTTT CTTGTGGCCA TTTTGA.AAGA TGTGGGGTCr GAGGGACA--.C 13 C 

lATTGG.AATC TGGGGG.AAGT TCGGTCCAGC CCGGGGAGTC CGTGCGACTC TCCT3TGCAG 240 

:GGCTGGATT CGCNTTTCGC .AATTTTGCC ATG ACT TGG GTC CGC CAC GCT CCA 2 93 

Met Thr Trp Vai Arg Hrs Ala Pro 
-55 -53 

^GG ?J^.G AGT CTG GAA TGG GTC GCA ACC GTC ACA GAT GGT GGT GAT F^J-.G 34 1 

I-ly Lys Ser Leu Glu Trp Vai Ala T.ir Vai Thr Asp Gly Gly A.-n Lvs 
-45 -40 " -y^ ' ' 
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AC: ?TT :"AT GCG GCC TCC GTG A.\G GGC CGC TTC I\AZ GTG ICC AGG GAC 38 9 

Tr.r Fhe Tyr Ala Ala Ser Val Lys Giy Arg Phe Asn Val Ser Ara Asp 

-30 -25 -20 

.^i.^T ?CC A.^G AAC ACG TTA TTT CTG CAT TTG AGC GGC CTG ACT GCC GGC; 4 37 

Asn Ser Lys Asn Thr Leu Phe Leu His Leu Ser Giy Leu Scr Ala Ala 

-15 ^ -10 -5 

GAC ACG GGC TGG TGG GGG ATC 4 58 

A3p Thr Giy Trp Trp Giy lie 

1 ^ 5 



[2) IMFORMATION FOR SEQ ID NO: 98: 

;ii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 226 base pairs 

[B) TYPE: NUCLEIC ACID 
tO 3TRANDEDNESS ; DOUBLE 
(D) TOPOLOGY: LINEAR 

(II) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 143.. 184 

(C) IDENTIFICATION METHOD: Von Heijr.e natrix 
(D; other INFORMATION: score 5.8 

seq LTSFFSLTANCQ3/AG 

(x^) SEQUENCE DESCRIPTION: SEQ ID NO: 9B: 



AACATACCCT TCAGGTTTAG GTCTTTCTTA GGTAAAGTTT TA.ACTTTAGT ATATCTTCCT 6 0 

CAGGGCGGCC TTCTCCTTCC CCCTAGTAAG TGRAGAAACC CTTGTGTKTC TGCCCTCTGA 12 0 

ACTCACCGCA TCTGGGATTA CC ATG CTA ACA TCC TTT TTT TCA CTG ACT GCA 172 

Met Leu Thr Ser Phe Phe Ser Leu Thr Ala 
-10 -5 

AA? TGC CAG AGT GCA GGA ACT ATC TCA TTT GCT GCT TTC TCC CTA ATG 22 0 
Asn Cys Gin Ser Ala Giy Thr lie Ser Phe Ala Ala Phe Ser Leu Met 
15 10 

CCT GGA 22 6 

Pro Giy 



{2) IN FORMAT :CN FOR SEQ ID NO: 99: 



(i) SEQUENCE CHARACTEfllSTICS: 

(A; LHlNGTfi: 14 0 b=ise pairs 
(B; TYPE; NUCLEIC ACID 
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(C) STR-^NDEDNESS: DOUBLE 

;:;) topology: linear 
(11 ;■ molecule type: cdna 

( v: : ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

{:) TISSUE TYPE: Cancerous prostate 

(i:-:; EEATURE: 

(A) NAME/ KEY: 3ig_peptide 
(3} LOCATION: 72.. 125 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER IN FORMAT ION: score 5.8 

seq LTPLFFMXFTGFS/S? 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 99: 



ACTTCCCTTC CCCCTCTAGC ATTGCTACCT TCTCTCCTAC ACGCACGCAG GCATATAAAC 60 

GTA3GTTTTT G ATG CTC CTC TGC CTG TTG AGO CCG CTA TTT TTG AIG TTK 110 
Met Leu Leu Cys Leu Leu Thr Pro Leu Phe Phe Me- Xaa 
-15 -10 



CCA ACA GG:^ TTT TCT TCC CCC AGT CCT GGG 
Pro Thr Gly Phe Ser Ser Pro Ser Pro Gly 
-5^1 5 



140 



(2} INFORMATION FOR SEQ ID NO: 100: 



[1} SEQUENCE CHARACTERISTICS; 

(^1 LEMGTK: 28 B base pairs 
(3) TYPE: NUCLEIC ACID 

(C) 3TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(li) MOLECULE TYPE: CDNA 



(Vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(7] TISSUE TYPE; Cancerous prostate 

(i:<) FEATURE: 

(A] NAME/KEY: sig_peptide 
{3; LOCATION: 176.. 240 

iZ) IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 5.7 

seq HSLFLSLLGLCPS/KT 

(xr) SEGUENCE DESCRIPTION: SEQ ID NO; 100: 



AATTGGCGCG GGGCGTCCGT AGCC.ACGGCA ACAGGTTGCT TCTGCAGTC" GAGCTGAGCG 6 0 
CCTTTCGCAG GACTTGGAGT TACGGTTTAT TTGATACCCC GGTACCCCTA CGC^^AGCAAG 120 
CCCAC.ATCGA CACACATTCA CACACGCCCT TCAGCACCCC CTCCCAGCAC CAGGACC 177 
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TTC TTG TCG CTG CTC 

Phe Leu Ser Leu L-ua 
-10 

AAT CCT ccc gt;: ■!■■":•■:' 

Asn Ala Fro V.i l Fne 



ros tate 



Heijae matrix 
. 7 

VWLLLGHMVVS/QM 
101 : 



27 3 



288 



TCCCAA.TTA? ACCCCGTT3G 60 

A.ATCTTCGTA CCCATTTT3C 120 

TTCGTGCCAA GGAGCCATGC 130 

AGGCTTCCAC TTCTATTCCT 240 

T TTGAGTGGAG CTTCTGG 2 97 

CTC CTT GGC CAC ATG 34 5 
Leu Leu Giy His [-"e- 
-5 

A AAG CAC AGA CCC TGG 39 3 
Ly.T His Arg Pro Trp 
10 
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(A) LENGTH: 28 1 base pairs 

^B) TYft. : NUGLEIC ACID 

(C) STIIANCEDNESS: DOUBLE 

(}) TOPOLOGY: LINEAR 

(i^; HvOLECULE TYPE: CDNA 

{vi: ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
[J] TISSUE TYPE: Prostate 

(ix) FEATURE: 

[A) NAME/KEY: sig_peptide 

[B) LOCATION : 135 ., 251 

[C) IDENTIFICATION METHOD: Von Heijne matrix 

[D) OTHER INFORMATION: score 5.7 

seq LTQGVLWILVJOA/V? 

{XI } SEQUENCE DESCRIPTION: SEQ ID NC: 102: 



ATATACAGAG A_ATA,AACGTC ATCCCTCTAA CATTAATATG TTCAGTTTTA TGTACCTGAG 60 

AGTTGATGGT TT.AATTTGTG GGTTTGCCCA GACTCTCTTG CGACTTCTCT CATCATCTGC 120 

TCTTTAGCAC TTCC ATG AGA CGG GGC AAG AGA TTG TTC GAG TCT CA.^ TCC 170 
Met Arg Arg Gly Lys Arg Leu Leu Glu Ser Gin Ser 
-35 -30 

AGC AGC CCG ;^-AA GCC TGT CTG CAG CTT GGG TTT GAG ACT GAA CTA ACT 2 IS 
Ser Ser Pro Lys Ala Cys Lea Gin Leu Gly Phe Glu Thr Giu Leu Tar 
-25 ' -20 -15 

CAG GGT GTT TTG TGG ATT TTA GTT ATC CAG GCT GTC CCT GTT CCC TCA 2 66 
Gin Gly Val Leu Trp lie La^ Val lie Gin Ala Val Pro Val Pro Ser 
-10 -5 1 5 

TTA AC A A.AA AC A AAA. 2B1 
Leu Thr Lys Tr.r Lys 
10 



(21 INFORMATION FOR SEQ ID NO: 103: 

[I) SEQLENCE CHARACTERISTICS: 

(Af LENGTH: 275 base pairs 

(3} TYPE: NUCLEIC ACID 

(C) STRAKDEDNESS : DOUBLE 

(D) TOPOLO'GY: LINEAR 

(II) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(Ft TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

[Al NAME /KEY: sig_peptide 
[3] LOCATION: 20 5 . .2 64 

iC) IDENTIFICATION METHOD: Von Heiino matri:-: 
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(Oi OTHER INFGHM-VriON : score 5.7 

seq ALLESVVWLPCHG/RG 

(XLI SEQUENCE DESCRIPTION: SEQ ID NO: 103: 



AGACCAGGCC CATTTCTCAG A.^GCCTTTGG CTCCCCTGAG ATGCCA.\ATA GCCGCTCA::? OC 

CTTCCGCCTC CACGGACTGG CTTTGGTGTT CATGCTGCTT GGGATGTCTA CTATGGACGT 12 0 

GCTGAGCACA GGGCTGGGTT CCTGGGGCAC AGAGTTGATG CTTATGGCCC AGGAACTG:T 130 

GGGCCCCAGC ACTGGGCGGT TTGC ATG GTT GCT GCC ACA GAA GCA GCA TTG 231 

Met Val Ala Ala Thr Glu Ala Ala Leu 
-20 -15 

CTG GAG TCA GTA GTG TGG CTG CCT TGC CAT GGC CGT GGT GGG TCT 27 G 

Leu Glu Ser Val Val Tip Leu Pro Cys His Gly Arg Gly Gly Ser 
-10 -5 i 



( 2 ) IN FORMAT I ON FOR SEQ ID NO : 10 4: 

(i) SEQUENCE CHAPAGTERI 3TICS : 

(A) LENGTH: 421 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STP-AHDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

{?) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/ KEY: sig_peptide 

(B) LOCATION: 356. . 412 

(C) IDENTIEICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.6 

seq VSLPLLSSWGSTA/WT 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 104: 



A-^-.TTACAGCT CTACAATGCA CCAGACGGAC CCATCTGGAT TCTTTCGGGG CTCTTAGCCC 6C 

TAGAA.i\TAGC ATCATTTCTT CAAACTGGTG AGTCCTCCTG TCT.^^AAATCA GGATGGAGAG 12C 

AGTTGATGCA CGGCATGGCA CAGGATGCTG GGCAAGGCTG GCAGGCCCGG GAGAGCCTGT 18 0 

GGCCAGCCTG GGTCCAGGAA GTGGGC.i^GCT GCCACAGAGG GGCCTCCGAG GCTAGCTGCG 240 

TGCT.--ACTTC CTCACGGCAC .ACCATTCTGC CGTCCTGAGT CTTCTCAAGG TTGG.^GGTG 30 0 

CCCAGATGCA GGGAGATGGT GCTGGCTCTT TG3TGGCTGT GGAGTGTCCA GACAG ATG 358 

Me- 

AGC TGG AA.T CCT TCA GTT TCT GTG CCT CTC CTG TCA AGT TGG GGT AGC 4C6 
Ser T ro Asr. iTo Ser V=i Ser Leu Pro Leu Leu Ser Ser Trp Gly Ser 
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-10 



-5 



ACT GCT 
Thr Al.=. 



TGG ACT 
Trp Thr 



CTT 
Leu 



42 1 



(2) INFORMATION "OR SEO ID NO: 105: 

(i) SEQUENCE CHARA.CTERISTICS : 

(A) LENGTH: I'J'i base pairs 
CB) TYPE: N[;CLEIC ACID 
(C) STRANDEDKESS : DOUBLE 
;D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

;A) ORGANISM: Homo Sapiens 
;F) TISSUE TYPE: Prostate 

(i:<) FEATURE; 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 53. .113 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq LILLSLHLERRWT/SP 

(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 105; 



ACAA.T.AATAJ\ CTAJi^TGAGAT TAJUVATTTAA AACAGGTGTC TGATAATCCT TG ATG .A.AG 5B 

Met Lys 

AGA ATT CAG GGG ATA TTG TTC CTG ATT TTG CTT TCT CTC CAC TTG GA.A 10 6 

Axg He Gin Giy He Leu Phe Leu He Leu Leu Ser Leu His Leu Glu 
-20 -15 -10 -5 

AGG AGG TGG ACG AGC CCA TCA GAG CAC AGO CTG TTG CTA GGA GGA AJ^T 154 
Arg Arg Trp Thr Ser Pro Ser Asp His Ser Leu Leu Leu Giy Gly Asa 
1 5 10 

ICC TTG GCT CAA CAT GCA GA.A AGT GTA CTA CGC CAA GGG 193 
Ser Leu Ala Gin H±s Aia Glu Ser Val Val Arg Gin Giy 
15 20 25 



(2! IMFORE-LAl^lON FOR SEQ I D NO ; 106: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 435 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
(Dl TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL 30[:RCE: 

(A! ORGANISM: Hono Sapiens 
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(F) TISSUE TYF^l: Normal prostate 

(ix) FEATURE; 

(A) NAME /KEY: sig_peptide 
(3) LOCATIOM: 293.. 402 

(C) IDENTIFICATION METHOD; Von Hei:)ne matrix 

(D) OTHER IMFORK^TION: score 5.5 

seq LLTFGLEVCLAAG/SP 

(XI J SE3UENCE CES:.:RI rTION : SEQ ID NO: 105: 



AAAGGAAGGG GGGGCGG.AAC CAGCCTGCAC GCGCTGGCTC CGGGTGACAG CCGCGCGCCT GO 

CGGCCAGGAT CTGAGTGATG AGACGTGTCC CCACTGAGGT GCCCCACAGC AGCAGGTGTT 120 

GAGCATGGGC TGAGAJ\GCTG GACCGGGACC AAAGGGCTGG CAGAAATDVG CGCCTGGCTG 18 0 

ATTCCT.AGGC AGTTGGCRCC AGCAAGGAGG AGAGGCCGCA GCTTCTGGAG CAGAGCCGAG 2-5 0 

ACG.A.AGCAGT TCTGGAGTGC CTGAA.CGGCC CCCTGAGCCC TACCCGCCTG GCCCACT 29/ 

ATG GTC CAG AGG CTG TGG GTG AGO CGC CTG CTG CGG CAC CGG AA.A GCC 34 5 

Met Val Gin Arq Leu Trp Val Ser Arg Leu Leu Arg His Arg Lys Ala 
-35 -30 -25 -20 

CAG CTC KKG CTG GKC AAC CTG CTA ACC TTT GGC CTG GAG GTG ?GT TTG 393 

Gin Leu Xaa Leu Xaa Asn Leu Leu Thr Phe Gly Leu Glu Val Cys Leu 
-15 -10 -5 

GCC GCA GGA TCA CCT ATG TGC CGC CTC TGC TGC TGG AAG TGG 4 35 

Ala Ala Giy Ser Pro Met Cys Arg Leu Cys Cys Trp Lys Trp 
15 10 



(2) INFORMATION FOR SEQ ID NO: 107: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 392 base pair^ 

(B) TYPE: NUCLEIC ACID 
{C) STRA.NDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(Vi) ORIGINAL SOURCE: 

(A) 0RGA^JT5M: Homo Sapiens 

(F) TISS'JE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAt-lE/KEY: sig^^peptide 
;3) LOCATION: 27 . . 80 

;C) IDENTIFICP.TICN METHOD: Von Heijne matrix 
[Dl OTHER INFORMATION: score 5.5 

s-q PFALVTSCSSVFS/GD 

{:<!) SEQUENCE DESCRIPTION: SEQ ID KO : 107: 
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Met Ala Ala Giy Val Pro Phe Ala Leu 
-15 -10 



GTC ACC AGC TGC TCC TCC GTG TTC TCA GGA GAG GAG CTG GTC CAA CAT IJl 
Val Thr Ser Cys 5er 5er Val Phe Ser Gly Asp Gin hen Val Gin His 
-5 1 5 

ATC: CT? GGA ACA CAA CAT CTT ATT GTG GA^^ GTG ACT TCT A-^^T GAT GCT 1 9 

lie Leu Gly Thr Glu Asp leu He Val Giu Val Thr Ser Asn Asp Ala 
10 15 20 

GTG AGA TTT TAT CCC TGG ACC ATT GAT AAT AAA TAG TAT TCA GGA GAG 137 
Val Arq Phe Tyr Pro Trp Thr lie Asp Asn Lys Tyr Tyr Ser Ala Asp 
25 30 35 

ATC AAT CTA TGT GTG GTG CCW AAC PJ\A TTT CTT GTT ACT GCA GAG ATT 2A'j 
lie Asn Leu Cys Val Val Pro Asn Lys Phe Leu Val Thr Ala Glu He 
40 45 50 55 

GCA GAA TCT GTC CAA GCA TTT GTG GTT TAG TTT GAG DKC ACA CAA RAJ\ 2:^3 
Ala Glu Ser Val Gin Ala Phe Val Val Tyr Phe Asp Xaa Thr Gin Xaa 
60 65 70 

TCG GGC CTT GAT AGT GTC TCC TCA TGG CTT CCA CTG GCA AAA GCA TGG "J 1 1 

Ser Gly Leu Asp Ser Val Ser Ser Trp Leu Pro Leu Ala Lys Ala Trp 
75 80 85 

TTA CCT GAG GTG ATG ATC TTG GTC TGC GAT AGA GTG TCT GAA GAT GGT 3S9 
Leu Pro Giu Val Met He Leu Val Cys Asp Arg Val Ser Glu Asp Giy 
90 95 100 

ATA 3 92 

lie 



(2} INFORMATION PGR SEQ ID NO: 103: 

(i; CHARACTERISTICS: 

(A) LENGTH: 353 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(Fl TISSUE TYPE: Prostate 

[1X1 FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 2 90.. 331 

(C) IDENTIFICATION METHOD: Von Heljne matrix 
(Dl OTHER INFORMATION: score 5.5 

seq TVFLXFCFPRCHS/DS 

[:<i) SEQUENCE DESCRIPTION : SEQ ID NO: 103: 



A.^TGCTG;i_=.C GGWCACACAG AGAGGAA^.CW AT.W.TKKYA GGTACTATGC AATAAATATC GO 
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TCPu^GTTTTA ^\CGl\J\GPJd\A ACATCATTGC AGTGAAATAA AAAATTTTAA AATTTTAGA.\ 12C 

CPJ\AGCTAAC AA.=^TGGCTAG TTTTCTATGM TTCTTCTTCA AACGCTTTCT T7GAGGGRGM 18C 

AAGAG7CAMA C;iJ\.2LCAAGCA GTTTTACCTA AAAT.^W^GPA CTAGTTTTAG AGGTCAGAt^G 2 4 0 

A^:^G3MGCAA GTTTTGCGAG WGGCACGG.i^'i GGAGTGTGCT GGCAGTACA ATG ACA GTT 2 98 

Met Thr Val 

TTC CTT TMN TTT TGC TTT OCT CGC TGC CAT ?CT GAC TCA CAT ARG RTG 3 'lb 
Phe Leu Xaa Phe Cys Phe Pro Arg Cys liis Ser Asp Ser Hi^ Xaa Xaa 
-10 ' 1 5 

GAG CAA TCA GCG 3 58 

Gin Gin Ser Ala 



[2) INFORMATION FOR SEQ ID NO: 109: 

(i) SEQUENCE CHA[<ACTERISTIC3: 

(A) LENGTH: 310 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

{VI } ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(5) LOCATION: 44.. 187 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORKATION: score 5.4 

seq ILLEVFVWNGLQG/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 109: 



AhSTTCTTCC TGCCAAGAGA ACAATGCCGA GAAACAGAGC GFA ATG KTT CCA AAT 5 5 

Met Xaa Pro Asn 
-45 

TTT TGG CAA AAA CTT GGA AGA AAA AfiA CCC CGC ATA TTT ACC TGT 103 
Asn Phe Trp Gin Lys Leu Gly Arg Lys Lys Pro Arg lie Phe Thr Cys 
-40 -35 -30 

ACC CAG AGC TCC ACA GGT GAG GCG GCA GTT AAA CCA GAA AAT CTA ATT 151 
Thr Gin Ser Ser Thr Gly Glu Ala Ala Val Lys Ala Giu Asn Leu lie 
-25 -20 -15 

CTT CTG GP-A GTT ' TTT GTC TGG AAC GGA CTC CAG GGT CTT CCT TCG GAG 199 
Leu Leu Glu Val Phe Val Trp Asn Glv Leu GLn Gly Leu Pre Ser Giu 
-10 -5 ' 1 

CTG TCA GAT ACA AGT GGA TCC TCT AAG PAA CTT GGG AGC CTT GIG GGC 24 7 
Leu Ser A-p Tnr Ser Gly Ger Ser Lys Lys Leu Gly Ser Leu Val Gly 
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TGG TGG AGA ACT CTC AAG ATG GCA CCA 
Trp Trp Arg Thr Leu Lys Met Ala Iro 
25 

Gf^A TCA CCG CCA CGG 
Glu Ser Pro Pro Arg 
40 
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15 20 

GCC TGT CTA TGG TCT ATG TGG 2 95 
A.a Cys Leu Trp Ser Met Trp 
30 35 

310 



(2) INFORMATIOM FOR SEQ I D NO : 110: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 284 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 66.. 173 

(C) IDENTIFICATION METHOD: Voa Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq ALYIMCVPHSVWG/CA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110: 



AAGTCCAGAG GCCTGGCCCT GCCAAGAAGG CGCTCTCCGG AATCAACACC TGGGGGCTTG 60 

GAi^GG ATG TTT CGC TCA GAT CGA ATG TGG ARC TGC CAT TGG AAA. TGG AAG 110 
Met Phe Arg Ser Asp Arg Met Trp Xaa Cys His Trp Lys Trp Lys 
-35 -30 -25 

CCC ACT CCT CTC CTG TTC TTA TTT GCT TTA TAT ATC ATG TGT GTT CCT 15 3 
Pro Ser Pro Leu Leu Phe Leu Phe Ala Leu Tyr He Met Cys Val Pro 
-20 -15 ' -10 

CAC TCA GIG TGG GGA TGT GCC AAC TGC CGA GTG GTT TTG TCC AAC CCT 20 G 
His S'-r Val Trp Gly Cys Ala Asn Cys Arg Val Val Leu Ser Asn Pro 
-5 15 10 

TCT GGG ACC TTT ACT TCT CCA TGC TAG CCT AAC GAC TAG CCA AAC AGC 25'] 
Ser Gly Thr Phe Thr Ser Pro Cys Tyr Pro Asn Asp Tyr Pro Asn Ser 
15 20 25 

GAG GCT TGC ATG TGG ACG CTC CGA GAC CCC 284 
Gin Ala Cys Met Trp Thr Leu Arg Asp Pro 

30 -35 



(21 IMFORK^TIOM FOR SEQ ID NO: 111 
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(i) SEQUENCE CHAR^.C TBRI :rr IC;^ : 

(A) LENCiTH: 333 base pairs 

(B) TYFt;: NUC:.".TC ACID 

(C) STRANDEDNE3S : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[D TISSUE TYPE: Normzil prostate 

(ix) FEATURE: 

[At NAME/KEY: sig_peptide 

(B) LOCATION; 12 3 . .215 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFCRRATICN: score 5.3 

seq LVALSSELE'FLGA/GV 

(xi) SEQUENCE DESCRIPTION: SEQ I □ NO : 111: 



TCCTTCATCT TGTGTTCTAA AACCTTGCA.A GTTC.AGGAAG AAACCATCTG CATCCATATT 6 0 

GAAAACCTGA CAC.AATGTAT GCAGCAGGCT CAGTGTGAGT GAACTGGAGG CTTCTCTACA 120 

AC ATG ACC CA_A AGG AGC ATT GCA GGT CCT ATT TGC AAC CTG AAG TTT 167 
Met Thr Gin Arg Ser lie Ala Gly Pro He Cys Asn Leu Lys Phe 
-30 -25 -20 

GTG ACT CTC CTG GTT GCC TTA AGT TCA GA.A CTC CCA TTC CTG GGA GCT 215 
Vai Thr Leu Leu Val Ala Leu Ser Ser Giu Leu Pro Phe Leu Gly Ala 
-15 -10 -5 

GGA GTA CAG CTT CA.A GAC AAT GGG TAT PJ\T GGA TTG CTC ATT GCA ATT 2 63 
Gly Val Gin Leu Gin Asp Asn Gly Tyr Asn Gly Lsu Leu lie Ala lie 
5 ' 13 15 

AAT CCT CAG GTA CCT GAG A-AT CAG A-AC CTC ATC TCA AAC ATT AAG GPJK 311 
Asn Pro Gin Val Pro Glu Asn Gin Asn Leu He Ser Asn He Lys Giu 
20 25 30 

ATG ATA ACT GA.A GCT TCA TTT TAG GTA TTT AAT GCT ACC AAG AGA AGA 35 9 
Met He Thr Glu Ala Ser Phe Tyr Leu Phe Asn Ala Thr Lys Arg Arg 
35 40 45 

GTA TTT TTC AGA AAT ATA Ai\G ATT TTA ATA CCT GCC CAG 3 98 

Val Phe Phe Arg Asn He Lys He Leu lie Pro Ala Gin 
50 5 5 60 



;2} INFORMATION' FOR SEQ I D NO : 112: 

(1) SEQUENCE CHARACTERISTICS: 

LENGTH; 324 r>asc pairs 
TYPE: NUCLEIC ACID 
STRANDEDNEGS : DOUBLE 
TOPOLOGY: LINEAR 
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(ill MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 
(F) TISSUE TYPE: Prostaie 

(ix) FEATURE: 

(A) NAME/KEY: sig_pcptide 

(B) LOCATION: 13 7.. 22 8 

(C) IDENTIFICATION METHOJ: Von Hei^ne :T\atrix 

(D) OTHER INFORMATION: szore 5.3 

seq IIPLLLLLRSACN/VH 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 112: 



ACTCCAGGAG CCGGGACCAA AATAACCGGG CGGGAGGGGA CACCTCGCAG AGATGGATCT 60 

CG.AACTCCTG GGCTCAAGCG ATCCTTTCAC CTTGGCCTCT CAAGTAGCTG GGACCACATT 120 

TGCTCACCAG CTGGCCCAAG ACCAGACTGG GCAACATGGG TCATCCTCCT CTAAGATTCC 180 

AGGACC ATG ATC ATC CCT CTA TTG CTA CTT CTT AGA TCA GCT TGT AAT 228 
Met lie lie Pro Leu Lea Leu Leu Leu Arg Ser Ala Cys Asn 
-10 -5 

GTC CAT CTC CCC CAC CAG ACT GCG TCT CCA CCA TCT CTG AGT CCC CAG 27 6 
Val His Leu Pro His Gin Thr Ala Ser Pro Ala Ser Leu Ser Pro Gin 
15 10 15 

GGC CTG GCC TGG GGC TTG CTA CAT GGT GGG TGC TCA GTA ACT GTG AGA 32 4 
Giy Leu Ala Trp Giy Leu Leu Kis Gly Gly Cys Ser Val Thr Val Arg 
20 25 30 



;2) INFORMATION FOR SEQ ID KO: 113: 

(i) SEQUENCE CHARA.CTERISTICS : 

{A) LENGTH: 293 base pairs 

[B) TYPE: NUCLEIC ACID 

[O STRANDEDNE3S: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

[A) NAME/KEY: sig_peptida 

(B) LOCATION: 231.. 287 

;C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.3 

seq VLLLSXNLNLTIQ/S3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 113: 



ACTATGGAGG G.^AGAC.ACAG GGAAA.G3AGT ATTTCAAAAA CTTTAAATfx.A TTGTACAT.^-A 
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TTGGAGCAAG TGAGAAGACA AGTKAGAGGT AA.GCWGKTRT TGACriATAGG GGKCTGATTG 120 

TGCCAGCTTT GTATACVATT ATNAGGAACN CGGAGTTTGT CCTGAAGGTA ACTGGGCAAT 180 

TGTTGAGGTC ACCACCATCT ACTGTCTGGA TLAC;;GAGGA AACTTTCTAJ\ ATG TMS 236 

Met Xaa 

•:'C'r CCA CTT CCA GTC CTG CTC CTC TCA TKC A.^.T CTC .AAC CTA ATA ATT 28^ 
Ser Pro Leu Pro Val Leu Leu Leu Ser Xaa As:i Leu Asn Leu lie lie 
-15 -10 -5 

CAG AST AGT 2 93 

Gin Ser Ser 
1 



(2} INFORMATION FOR SEQ ID NO: 114; 

(i) SEQUEMCE CHARACTERISTICS: 

(A) LENGTH: 402 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptidc 
{3) LOCATION: 2 4 4.. 381 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq LLTFLVFTXKLS3/LN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114: 



ACACTGAAAT CAATCTGTTC AATAGCATTA TACCATATTT GACATACCAT AGCCATGTTA 60 

ATCTGATATT GTAGAATAGC ATAGTAKAJ».T AATA.ATAACT CCTAACTCAA GGATGTTGWG 120 

WKCCTTTATA ACCAGCAATC CATGTTARAT ATTAGCACAG TGCCTAAAAC ATATTAAGCA 130 

TTC-AATAAAT GATCGCTACT ATTTTTACTA ACATCCTACA GATTTGGAA/A TTGACTCTTA 240 

GAA ATG TTA ATG TGT AAA ATG CTA AAG AGC C?Jk AAA AAC TGC CAG G.A.A 288 
Met Leu Met Cys Lys Met Leu Lys Ser Gin Lys Asn Cys Gin Glu 
-45 -40 -35 

AJi.T ATR ARA ATT AA.A ATC ATT TTA TTT CTG ?J\A CCC ATG TGT TCC CCC 33 6 

Asn Xaa Xaa lie Lys He He Leu Phe Leu Lys Pre Met Cys Ser Pro 
-30 -25 -20 

CAA TAT CTT CTA ACA TTT CTA GTA TTT ACA GR-^ AAA. CTT TCA AGT CTC 38 4 
Gin Tyr Leu Leu Thr Phe Leu Val Phe Thr Xaa Lys Leu Ser Ser Leu 
-15 -10 -5 
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^a:- atc rga aag ttt cat 

Asn lie Xaa Lys Phe His 
5 



4 02 



(2) INFORMATION FOR SEQ ID NO; 113: 

(i) SEOUENCH: CHARACTERISTICS: 

(A) LENGTH: 4 70 base pair.-^ 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNES5: DOUBLE 
(□) TOPOLOGY: LIKEAR 

(iil MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM; Homo Sapiens 

{F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_pGptide 

(B) LOCATION: 306.. 4 61 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq IIVILHCAASIIS/CP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 115: 



AAGTATTAAA TTTAAAAAGA TAAATCTGCC CTATTCTAAT CATGTCTTTG TCTTCTGTTT 60 

ATTCAAGTGT ATTCCATTTG CTTTCGGGAA TATTTGGATG TTTTAGAACT AACATTCTGC 120 

TTTAATAATC CAAACACRCK AYMAKTYCCA TCAATTTGAG TCTCTTAAAA TGTTACACTG 180 

.AA^TGAATCT CTCTGAAGAT GGACTTATTG ATTTCTATAT TCTTCCTCTA GCATCATGAA 24 0 

ATTTGACCTC TTCAGCCGTG CATGGTTAAC ACTCAGATAA CCCATCTCCT TGAGAAGA.i\C 300 

CCCTG ATG AAR AAG AAA TCC TCT CCA AAr CAA TAT CTT CAT TCA TCA CTA 350 
Met Lys Lys Lys Ser Ser Pro Asn Gin Tyr Leu His Ser Ser Leu 
-50 -45 -40 

CAC TRS ATA CGN CTA TTT TCC TTC CTC CAT TTC TCA GAG GA.^i GGA GTT 398 
His Xaa lie Arg Leu Phe Ser Phe Leu His Phe Ser Glu Glu Giy Val 
-35 -30 -25 

CTA TTA CTT GCC ATT GAT CTT PJ\A ATT ATA GTT ATC CTC CAC TGT GCT 44 6 
:.ea Leu Leu Ala lie Asp Leu Lys lie lie Val lie Leu His Cys Ala 
-20 -15 -10 

GCA TCC ATA ATT TCA TGT CCC TCA 4 70 

Ala Ser lie lie Ser Cys Pro Ser 
-5 1 



(2) INFOBKATION FOR SEt2 IC MO: 11 S 
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(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 334 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Komo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

;A) NAME/KEY: sig_peptide 

(B) LOCATION: 116.. 184 

[O IDENTIFICATION METHOD: Von Hei:ne ir-.atrix 
(D) OTHER INFOFIMATION: score 5.1 

seq ATSVSLEAQSCFA/WP 

(xi) SEQUENCE DESCRIPTION: SEQ I D NO : 11 f. : 



ATTTTTGAAA ACTGTAATGC TTTAAA.^CTT ACTTTATTGG A7CTCTTTGC AGCTTTTGAC 60 

ACAGTGAACC ACTTTCCTTT CCTGAAATGC TTTCCTCTCT TGGCTTTCTG ATGCC ATG IIB 

Met 

TTC TCC TGT TTC TTC TCT ACT TCT CTG GCC ACT TCT GTC TCC TTA G.AA 166 
Phe Ser Cys Phe Phe Ser Thr Ser Leu Ala Thr Ser Val Ser Leu Glu 
-20 -15 -10 

GCT CAG TCT TGC TTT GCC TGG CCC TTG ATT GTT AST TTT CCC CAG GGC 214 
Ala Gin Ser Cys Phe Ala Trp Pro Leu He Val Ser ?r.e Pro Gin Gly 
-5 1 5 10 

TCA CTT CTT AGC CCC TTT CTC CTC ATG TCT TAT .^^T TTG AGT CAT CTC 2 62 
Ser Leu Leu Ser Pro Phe Leu Leu Mot Ser Tyr Asn Leu Ser His Leu 
15 20 25 

ATC TAG TCT GGG GAG TTG A,AT GGT CGC TTG TAT GCT GPiA AAC TCC CAA 310 
He Tyr Ser Gly Glu Leu Asn Gly Arg Leu Tyr Ala Glu Asn Ser Gin 
30 35 40 

ATT TGT ATC TGT AGC CCA GCC GGG 334 
lie Cys He Cys Ser Pro Ala Gly 

45 50 



{?.) INFORMATION FOR SEQ ID NO: 117: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 302 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) t^OLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: tiono Sapiens 
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(F) TISSUE TYPE: Normal prostdLe 

(IX) FEATURE: 

(A) NAME/KEY: sig_pepLidt! 
(3) LOCATION: 78 . .227 

(C) IDENTIFICATION METHOD: Vcr. Hei]r.-3 riL.itriK 
O) OTHER INFORMATION: score f: . 1 

seq KTALI L.Avr^::;.nA/Sl 

(xi) SEQUENCE DESCRIPTION: SEQ ID KO : 1 1 : 



AGTTTCCAAG GG.AAGGAGCA GCGTGTGGGA AAGCACAG.AA GAG rGAG?iAG GAA.GCGACTA 60 

;iAlTTTTATTT ACTTTCT ATG CAT CAT GGC CTC ACA CCA CTG TTA CTT GGT 110 
Met His His Gly Leu Thr Pro Lou Lgu Leu Gly 
-50 -45 -40 

GTA CAT GAG CAA AAA CAG CAA GTG GTG AAA TTT TTA A7C PAG AAA AAA 158 
Val His Glu Gin Lys Gin Gin Val Val Lys Phe Le'. Lys Lys Lys 

-35 -30 -25 

GCA A.i^T TTA A.AT GCA CTG GAT AGA TAT GGA AG A ACT GC7 CTC ATA CTT 20 6 
Ala Asn Leu Asn Ala Leu Asp Arq Tyr Gly Arg Thr Ala Lea lie Lea 
-20 -15 -10 

GCT GTA TGT TGT GGA TCG GCA AGT ATA GTC AGO CTT CTA CTT GAG CAA 254 
Ala Val Cys Cys Gly Ser Ala Ser He Val Ser Le-: Leu Leu Glu Gin 
-5 1 

PiP.C ATT GAT GTA TCT TCT CAA GAT CTA TCT GGA CAG ACG GCC CCC GGG 302 
Asn lie Asp Val Ser Ser Gin Asp Leu Ser Gly Girt Thr Ala Pro Gly 
10 15 20 25 



(2) INFORMATION FOR SEQ ID NO: 118: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 381 base pairs 
(D) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(r) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

{A) NAME/KEY: sjLg_peptiGe 
(3) LOCATION: 319.. 369 

(C) IDENTIFICATICN METHOD: Von Heijne niatrix 

(D) OTHER INFORMATION: score 5.1 

seq IYFEACFQALTS5/SP 

(XI 1 SEQUENCE DESCRIPTION; SEQ ID NO: 116; 



.GTAGGCG GAGACAGAGA GGCTGTATTT CAGTGCAGCC TCCCAGACCT CTTCTGGAGG 
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A.^:^ACTGGAC A.AAGGG3GTC ACACATTCCT TCCATAC3GT TGA3CCTCTA CLTCiGCTGGT 120 

GCTGGTCACA GTTCAGCTTC TTCATGATGG TGGATCCCA.A TGGJAATGA.A 7CCAGTGCTA 180 

CATACTTGAT CCTAATAGGC CTCCCTGGTT TAGAAGAG.ic: fCA;^ r'TGIGG TTGGCGTTCC 240 

CATTGTGCTG CCTCTACCTT ATTGCTGTGC TAGGTAACTT GAC.A^ATGATC TAGATTGTGC 30C 

0>,AG?CiAGC:A CAGCCTGG ATG AGC CCA TGT ATA TAT TTC TTT GCA TGC TTT 351 

Met Ser Pro Cys He Tyr Ptie Phe Ala Cys Phe 
-15 -10 

GAG GCA TTG ACA TCC TCA TGT CCA CCT GAG 381 
Gi-.i Aid Leu Thr Ser Ser Ser Pro Pro Gin 
-5 1 



[?) I.N;-0KMATI0N for SEQ id NO: 119: 

(!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 313 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DO'JBLE 

(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(VI ) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/ KEY: sig_pepticle 

(B) LOCATION: 49. .14 1 

(C) IDENTIFICATION METHOD: Von Hei;;ne matrix 
(U) OTHER INFORMATION: score 5.1 

seq VSGASGFLPPAR3/RI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NC: 119: 



CTTTGTGTGT CTCCTTTCCT CCGCCTCAGT TTGGGGCGGG TCGGGGGA ATG GCT GAG 5 7 

Met Ala Glu 
-30 

GAG ATG GAG TCG TGG CTC GAG GCA AGS TTT TCG TCC AGC GGG GCA CTG 105 
Glu Met Giu Ser Ser Leu Glu Ala Xaa Phe Ser Ser Ser Gly Ala Val 
-25 -20 -15 

TCA GGG GCC TCA GGG TTT TTG CCT CCT GCC CGC TCC CGC ATG TTC AAG 153 
Ser Gly Ala Ser Gly Phe Leu Pro Pro Ala Arg Ser Arg He Phe Lys 
-10 -5 1 

A'LA A/rC iVTG ATC GGG GAC V3C AJ\T GTG GGC AAG ACA TGC CTG ACC TAG 201 
7 1^^ t:p va_ Ue Gly Asc Xaa Asa Val Gly Lys Thr Cys Leu Thr Tyr 
5 lb 15 20 

GGG TTC TGG GCT GGC CGC TTC CCG GAC GGC AGC GAG GCC AG(; ATA GGG 24 9 

A; 'J Pr^j Cys Ala Gly Arg Phe Pro Asp Arq Tr.r Glu Ala Thr lie Gly 
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25 



30 



35 



GTG GAT TTC CGA GPJ\ CGA GCG GTG GAG ATT GAT GGG GAG CGC ATC .AAG 
Val Acp Phe Arg Giu Arg Ala Val Glu lie Asp Gly Glu Arg Ke Lys 
4 0 4 5 ^ C 



297 



at:: cag cta tgg gag aca gca 

ILe Gin Leu Trp Asp Thr Ala 

55 



313 



(2} INFORMATION FOR SEQ ID NO: 120: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 24 3 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic pro.state 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 61.. 153 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.1 

sec VSGASGFLPPARS/RI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NOr 123: 



AAATC7CTCA GCCTTTCTGT GTCTCCTTTC CTCCGCC7CA GTTTGGGGCG GGTCGGGGGA 60 

ATG GCT GAG GAG ATG GAG TCG TCG CTC GAG GCA AGC TTT TCG TCC AGC 108 

t^eC Ala Glu Giu Met Glu Ser Ser Leu Glu Ala Ser Phe Ser Ser Ser 

-30 -25 -20 

GGG GCA GTG TCA GGG GCC TCA GGG TTT TTG CCT CCT GCC CGC TCC CGC 156 

Gly Ala Val Ser Gly Ala Ser Gly Phe Leu Pro Pro Ala Arg Ser Arg 

-15 -10 -5 1 

ATC TTC AAG ATA ATC GTG ATC GGC GAC TCC AAT GTD VGC AAG ACA TGC 204 

lie Phe Lys lie lie Val lie Gly Asp Ser Asn Val Xaa Lys Thr Cys 

5 10 15 

GTG .ACC TAG CGC TTC TGC GCT GGC CGC TTC CCC GAC CGG 24 3 

Leu Thr Tyr Arg Phe Cys Ala Gly Arg Phe Pro Asp Arg 

20 25 " .30 



(2) IMTORM-Z^TION FOR SEQ ID NO: 121: 

(i) SEQUENCE CHAPACTERISTICS : 

(A) LENGTH: 27 3 base pairs 
(g) TYPE: NUCLEIC ACID 
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(C) SXr^AtJDEDNKSS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

iiK} FEATURE: 

;A) NAME/KEY: 3ig_peptide 
;H) LOCATION: 153. .233 

;C) IDENTIFICATION METHOD: Von Heiinti matrix 
(C) OTHER INFORMATION: score 5 

seq HLSLILLKPLCLP/KN' 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 121: 



.a.CCTTTTATA AA.CATTTTGT TTAACTTTTA TTGTGGTAA-^^ ATACACAT.A^; CACTTCTCTT 60 

CTTl-TAGACC TGGGCTGGTA AGAAGTGCTG AAGATGTTTT TTAGAG.ATTT GTGGTATGAC 12C 

^^J-ATTCCACT GGGGTTTCTG ASCTTCTCAG TC ATG CTT GTC TTG GGG TCA CCA 173 

Met Leu Val Leu Gly Ser Pro 
-25 

CTC CTT GGC CCT CTC CTA TGG CAC CTG TCC CTC ATT CTG CTC AAG CCC 221 

Leu Leu Gly Pro Leu Leu Trp His Leu Ser Leu lie Leu Leu Lys Pro 

-20 -15 -10 -5 

CTA TGC CTT CCC AAC AAC TTG CCT TTA GCT CTG GGC AGA TGT CTT TGC 2 69 
Leu Cys Leu Pro Asn Asn Leu Pro Leu Ala Leu Glv Arg Cys Leu Cys 
1 5 ' 13 

TTG CAC TCG 27 8 

Leu His Ser 
15 



(2) INFORMATION FOR SEQ ID NO: 122: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 301 base pairs 

(B) TYPE: NUCLEIC ACID 
{C) STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(i;<) FEATURE: 

(A) NAT^E/KEY: 3ig_peptide 

(B) LOCATION: 56.-220 

(C) IDENTIFICATION METHOD: Von Hei]ne matn;-: 
;D) other INFORR^^TION: score 5 

seq VLFMTTAVCLVIT/EV 
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;xi; £h:2uence cescription: seq id no: 122 



AG.^lA,^GGTGT TT?GG?CTTC TCCTTAGTCC I\GGAAAI\Gf\T GTAGGAA.ATA GTGAC ATG 5 8 

Met 
-55 

OA'.; 7TA T?A GAT TTG GAA TCT ATG GGC AAA AGT TCA GA? GGA A.^G TCG 106 
His Len Leu Asp Leu Glu Ser Met Giy Lys Ser Ser Asp Giy Lva Ser 
-50 -45 ' -40 

TAT GTT ATT ACG GGG AGO TGG AAT CCA AAA TCG CCA CAT TTT CAA GTT 154 
Tyr Val lie Tnr Giy Ser Trp Asn Pro Lys Ser fro His Ph-- Gin Val 
-35 -30 -25 

GTA P-JkT GF^\ G/iA ACT CCT AAA GAT AAA GTC CTG TTT ATG ACC ACA GCT 202 
Vai hsn Glu Glu Thr Pro Lys Asd Lys Val Leu Phe M-t Thr Thr Ala 
-20 -15 -10 



GTA GA:^ TTG GTA ATA ACA GAA GTA CAG GAG CCT GTT CGA TTT GTC CT(; 
VaL Aap Leu V^l lie Thr Glu Val Gin Glu Pro Vai Arg Vr.^ L^u Lpu 

1 5 10 



GCG 
Aia 



250 



GAG ACA A.AA GTC CGC GTT TGC TCA CCT AAT GA.a. AGA TTA TTC TGG CCC 2 98 
Giu Thr Lys Val Arg Vai Cys Ser Pro Asn Glu Arg Lea Phe Iro Fro 
15 20 25 



301 



(2; INFORRATION FOR SEQ ID NO: 123; 

[1] SEQUENCE CHAflACTERISTICS: 

(A) LENGTH: 129 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STEIANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

-{IX] MOLECULE TYPE: CDNA 

(vi^ ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Nornal prostate 

(IX] FEATURE ; 

(A) NAME/KEY: siQ_peptide 

(B) LOCATION: 1 . . 63 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
{D) OTHER INFORMATION: score 4.8 

seq VLFVFSSIPLTFL/FQ 

(XI! SEQUENCE DESCRIPTION: SEQ ID NO: 123: 



ATG GAG A.AT TTG AAA GAC TTT TAT GTG TTG TTT GTA TTC TCT AGC ATT 
Met Glu A5:-i Leu Lys Asp Phe Tyr Val Leu Phe Val Phe S«r S-- lie 
-20 -15 -10 



43 
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CCC :::-T aja tit cta ttt ca^ ttg cct ttt gtt tgg act kga ga.a 9 6 

t'rr, i,en TnT ['Y.e. Leu Phe Gin Tys Leu pro Phe Vdl Tip I^e Xaa Glu 

1 5 10 



GAG ACC ttg gag ACA TGG TAT TTG AAG AGC TGG 
Giu Ttu Leu GLu Thr Trp Tyr Leu Lys Ser Trp 
15 20 



1 2 'j 



INFCRHATTON FOR 3EQ ID NO: 124: 

11 : GE::v)UENCt: CHARACTERISTICS: 

(A; LENGTH: 352 base pairs 
(B; TYPE: NUCLEIC ACID 
iZ) STRANDEDMESS: DOUBLE 
(D] TOPOLOGY: LINEAR 

(III MOLECULE TYPE: CDNA 

iVL) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

{±x: FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATZON: 293.'. 34 6 

(C) IDENTIFICATION METHOD; Von Heijne matri;^ 

(D) OTHER INFORMATION: score 4.B 

seq LSIFSLVLPVCRW/HR 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 124: 



ACAA.TTCCAG CTTATGTGTC CCTTTTATAA ACTTGTGATA CATTTTAACT GTCTATAC.AC 60 

ATCTCTTGCC TCTATTGGTA GAGAGTATCT GSCAKGCCTA GCATGTGCTG GATGTCATAT 120 

CAGATAGTCA GTGTTATTTA TTGGGCTTAC AGTGATA.ACC AAAGCTCACA TGTTTTAGCA 13 0 

CTCCCACTTC CATAAAGTGG AAGATGTCCC CTCTGCCTCT TCTCTCATCC CTCCTCAAAG 24 C 

CAGCAGGAGT GACTTACCTG ATTGACCAGT TTAAGACTAT ATCTGAGCAG GC ATG CCA 2 98 

Met Pro 

CAG TAG TGT CTC AGC ATC TTC TCT CTT GTG CTG CCT GTC TGC AGG ATG 34 6 
Gin Tyr Cys Leu Ser lie Phe Ser Leu Val Leu Pro Val Cys Arg Met 
-15 -10 -5 

CA:: AGG 3 52 
His Arg 



{2; IMFORt'LATICM FOR SEQ ID NO: 12 5: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 194 base pairs 

(B) TYPh:: KUCLETC ACID 

(C) i^T RAND EDM ESS: DOUBLE 
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(Dl TOPOLOGY; LINEAR 



(ii; MOLECULE TYPZ: CDNA 



(VI) ori:^:nal source: 

(A) ORnAMISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) MAI-;e/K£Y: sig_peptide 
(E) LOCATION: 15 . . 1^3 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4,B 

seq LLAFGTSCSVVLY/DP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO; 125: 



GACCAGTT3G CGAC ATG GTG GCA CCC GTG CTG GAG ACT TC? CAC GTG TTT 5C 
Met Val Ala Pro Val Leu Gia Thr Ser His Vai Phe 
-40 -35 

TGC TGC CCA AAC CGG GTG CGG GGA GTC CTG AAC TGG AGC TCT GGG CCC 98 
Cy2 Cy:3 Pro A^n Arg Val Arg Gly Val Leu Asn Trp Ser Ser Gly Pro 
'30 -2 5 -20 

AGA GGA CTT CTG GCC TTT GGC ACG TCC TGC TCC GTG GTG CTC TAT GAC 14 6 
Arg Gly Leu Leu Ala Phe Gly Thr Ser Cys Ser Val Val Leu Tyr Asp 
-15 -10 -5 ' 1 

CCC CTG GGT TGT TGT TAC CAA CTT GAA TGG TCA CAC CGC CCG TTC CGG 194 
Pro Leu Gly Cys Cys Tyr Gin Leu Glu Trp Ser His Arg Pro Phe Arg 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 12 6: 

(I) SEQUENCE CHARACTERISTICS: 

(Al LENGTH: 34 6 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(II) MOLECULE TYPE; CDNA 

(vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(IX) FEATURE: 

(A} NAME /KEY: sig_peptide 
(B; LOCATION: 134 . .247 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 4.8 

seq LSWLITWFGHXLS/DF 

i';-:i) SECUENCE DESCRIPTION: SEQ ID NO: 126: 



A.TirCGTCA CATTTCTGCT GGTGGTAGGC GAGAGGCTGG CA.^CATCCCT G3^AGPJiAI^: 
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TTATCTACCC ACCACCTCAG GGATTTTATG GATCCAVCAA TGGRAC?J\ZA CCP.J^:3CATAT 120 

ATTAA-ACrA? CTG ATo CCC ATC ATT GAC GAG GTG AAT CCA GAG CTC CAT 169 
P-'et Pro lie lie Asp Gin Vai Asn Pro Glu Leu His 
-35 -30 

GAC TTC ATG CAG AGT GCT GAG GTA GGG ACC ATC TTT GCC CTC A!.;c TG(-i 21/ 
Aso Ptie Met Glr; Ser Ala Glu Val Gly ?hr He Phe Ala L.pu Srr Trp 
-25 -20 -15 

CTC ATC ACC T3G TTT GGG CAT GWM CTG TCT GAC TTC AGG CAC GTC GTG 2 65 
Leu lie Thr Trp Fr.e Gly His Xaa Leu Ser Asp Phe Arq His Val Vdl 
-13 ' -5 15 

CGG TTA TAT GAC TTC TTC CTR GCC TGC CAC CCA CTG ATG CCG ATT TAC 313 
Arg Leu Tyr Asp phe Phe Leu Ala Cys His Pro Leu Met Pro lie Tyr 
10 15 20 

TTT GCA GCC GTG ATT CTG TTC TAT CGC GAG CAG 34 6 

Phe Ala Ala Vai lie Val Leu Tyr Arg Glu Gin 
25 30 



(2) INFORMATION FOR SEQ ID NO: 127: 

;i) SEQCSMCE CHARACTERISTICS: 

(A) LENGTH: 374 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S: DOUBLE 

(D) TOPOLOGY: LINEAR 

111) MOLBCULE TYPE: CDNA 

:vi} ORIGINAL SOURCE: 

(A) ORGANISM: Hon\o Sapiens 

(F) TISSCE TYPE: Cancerous prostate 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION; 63 . .209 

(C) IDENTIFICATION KETHOD: Von Heijne matrix 
{Dj OTHER INFORMATION: score 4.7 

seq GLCVLVPCSXSXX/WR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 127: 



AAKTKKKKGG AGCATTTCCT TCCCTGACAG CCGGACCTGG KACTGGGCTG GGGCCCTGCC 60 

GG ATG GAG ACA TKC TGC CCC TGC TGC TGC TGC CCC TGC KGT GGG GDN 107 
Met Gilt Thr Xaa Cys Pro Cys Cys Cys Cys Pro Cys Xaa Gly Xaa 
-45 -40 -35 

GGG TCC CTG CAK GAK AAG CCA GTK TAC GAG CTG CAA GTG CAG AAG TCG 155 
Giv Ser Leu Xai Xaa Lys Pro Val Tyr Glu Le-J Gin Val Gin Lys Ser 
-30 -25 -20 

GTG ACG GTG CAG GAG GGC CTG TGC GTC CT7 GTG CCC TGC TCC TKC TCT 2 03 

Val Thr Val Gin Glu Gly Leu Cys Vai Leu Val Pro Cys Ser Xaa Ser 
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-15 -10 -5 

TAS sec TGG AGA TCC TGG TAT TCC TCT CCC CCA CTC TAG GTC TAG TGG 251 

Xaa Xaa Trp Arq 3er Tro Tyr Ser Ser Pro Pro Leu Tyr Val Tyr Trp 
1 ' 5 10 



TTC CGG GAC GGG GAG ATC CCA TAG TAC GCT GAG GTT GTG GCC AC A AAC 23 i 

Fhe Arg Asfj 31v Glu He Pro Tyr Tyr Ala Cla Val Val 'T'hr Asn 

15 20 25 30 

AAC CCA GAC AGA AGA KTG AAG SMD KAK AYY CAK KGG CCG ATT CCG GCT 3'17 

Asn Pro Asp Arg Arg Xaa Lys Xaa Xaa Xaa Xaa Xaa Pro He Pre Pro 
35 40 45 



CCT TGG GGA TG? CCA GAA GAA GAA CTG 
Pro Trp Gly Cyi> Pro Giu Glu Glu Leu 
50 55 



374 



(2) INFORMATION FOR SEQ ID NO: 128: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 399 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

[ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{3) LOCATION: 2 95. .34 5 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
;D) OTHER INFORMATION: score 4.7 

seq lYFFACFXXLTSS/SP 

-[xi) SEQUENCE DESCRIPTION: SEQ ID NO: 128: 



ATTTTCAGTG CAGCCTGCCA GACCTCTTCT GGAGGAAGAC TGGACAAAGG GGGTCACACA 60 

TTCCTTCCAT ACGGTTGAGC CTCTACCTGC CTGGTGCTGG TCACAGTTGA GCTTCTTCAT 120 

GRWKGGTGGA TCCCAATGGC AATGAATCCA GTGCTACATA CTTCATCCTA ATAGGCCTCC 180 

CTGCTTTAGA AGAGGCTCAG TTCTGGTTGG CCTTCCCATT GTGCTGCCTC TACCTTATTG 24 0 

CTGTGCTAGG TAACTTGACA ATCATCTACA TTGTGCGGAC TGAGCACAGC CTGC ATG 2 97 

M=t 

AGC CCA TGT ATA TAT TTC TTT GCA TGG TTT CA^J NNA TTG ACA TCC TCA 34 5 

Ser Pro Cvs He Tyr Phc Phe Ala Cys Phe Xaa Xaa Leu Thr Ser Ser 
-15 ' -10 -5 

TCT CCA CCT GA^ CCA TGC CCA TGC TGG CCA TCT TCT GGT TCA ATT 3 33 

Ser Pro Pro Hrs Pro Cys Pro Lys Cys Trp Pro Ser Ser Gly Scr He 
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CCA CTA 
Pro Leu 



399 



(2) INFORKATION rOR SRQ ID NO: 12 9; 

(i) SlQ-JENCF. CHARACTERISTICS: 

(A) LKKGTH: 110 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii] KOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 12 . . 92 

(C) IDEKTIFICATION METHOD: Von Hei^jne matrix 

(D) OTHER INFORMATION: score 4.7 

seq VLKCLSFSXPSLP/GF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 129: 



AAGCAACCGG G ATG GGA CGG GGA GAG AGG AGG CAC TAC TGG GGA CCT AAG 50 
Mat Gly Arg Giy Giu Arg Arg His Tyr Trp Gly Pro Lys 
-25 -20 -15 

CTG CTT CTC r-AA TGC CTC TCC TTT TCS SCT CCA AGC CTC CCA GGC TTC 98 
Leu Val Leu Lys Cys Leu Ser Phe Ser Xaa Fro Ser Leu Pro Gly Phe 
-10 -5 1 

CTA TGG TCC CTA 110 
Leu Trp Ser Leu 
5 



(2) INFORMATION FOR SEQ ID NO: 130: 

(1) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 251 base pairs 
;B) TYPE: NUCLEIC ACID 
(C) STRA.NDEDNESS : DOUBLE 
;D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAi^E/KEY: sig^pGOtidc 
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(B) LOCATION: 9 . . J.64 

(C) IDENTiriCATIDN METHOD: Von Heijne ir.atnx 

(D) OTHER INFORMATION; score 4.7 

seq LLAKALHLLKSSC/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 130: 



AGCCTGCG ATG TCT CAA GAT GGC GGA STG GGC GAA TTA P-A3 CAC A?G GTG SO 
He^_ S-r Gin Asp Gly Gly Xaa Gly Gin Leu Lys H13 Met Val 
-50 -'55 -40 

ATG AGT TTC CGG GTG TCT GAG CTC CAG GTG CTT CTT GGC TTT GCT GGC 9B 
Met Ser Phe Arg Val Ser Glu Leu Gin Val Leu Leu Gly Phe Ala Gly 
-35 -30 -25 

CGG AAC AAG AGT GGA CGG A^G CAC GAG CTC CTG GCC AAG GCT CTG CAC 1^5 6 
Arg Asn Lys Ser Gly Arg Lys His Glu Leu Leu Ala Lys Ala Leu His 

-15 -10 

CTC CTG A-AG TCC AGC TGT GCC CCT AGT GTC CAG ATG AAG ATC AAA GAG 1 'iA 
Leu Leu Lys Ser Ser Cys Ala Pre Ser Val Gin Met Lys lie Lys GI'_: 
-5 1 5 10 

CTT TAC CGA CCA CGC TTT GCC CGG A.AG ACC CTG GGG CCC TCT GAT CTC 24 2 

Leu Tyr Arg Arg Arg Phe Pro Arg Lys Thr Leu Gly Pro Ser Asp Leu 
15 20 25 

TCC CTA AAG 251 
Ser Leu Lys 



(2) INFORMATION FOR SEQ ID NO: 131: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 272 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STR-ANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

Uil MOLECULE TYPE: CDMA 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3} LOCATION: 18.. 224 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq LGPSLSSLPSAL3/LM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 131: 



TATTTGGCCC CAJ\GCCG ATG CAT CAC AGG ATG AAT GA/A ATG A/AC CTG AGT 5 0 

Met His His Arg Met Asn Giu Met Asn Leu Ser 
-65 -50 
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CCA GTG GGG ATG GAG GAG CTG ACT TCA TCC TCT GTG AGG A.AT GCC TTG 

Pro Vai Giy KsC Giu Gin Leu Tr.r iJer :-";er Ser Val Ser Asn Ala L^li 

-5 5 -50 -4 5 

CCA GTC TCA GGA ACT CAC CTG GGA TTG GCT GCC TCA CCC ACT CAC AGT 14 6 

Pro Val Ser Giy Ser H:.s Leu Gly Leu Aid Ala Ser Pro Thr His Ser 

-40 ' -35 -30 

GCC ATC CCT GCC CCA GGC CTG CCA GTG GCA ATT CCA A.AC CTG GG? CCC 1^*4 

Ala lie Pro Ala Pre Gly Leu Fro Val Ala lie Pro Asn Leu Gly Pri 

-25 -20 -15 

TCC CTG AGC TCT CTG CCT TCT GCT CTG TCT TTA ATG CTA CCA ATG GGT 2-12 

Ser Leu Ger Ser Leu Pro Ser Ala Leu Ser Leu Met Lea Pro Met Gly 

-10 -5 1 5 

DTT GGG GAT CGA GGG GTG ATG TGT GGG TTA 27 2 

Xaa Gly Aso Arc Giy Val Met Cys Gly Leu 

10 15 



(2) INFORMATION FOR SEQ I St NtJ : 132: 

(i) SE'.QUF.NC" CILARACTZRISTICS : 

(Al LEINGTH: 127 base pairs 
(3) TYPE: NUCLEIC ACID 

(C] STE^ANDEDNESS : DOUBLE 
(D; TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: CDNA 

(vrt ORIGIMAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

{ix} FEATURE: 

(A) NAME /KEY: sig_peptide 
(B; LOCATION: 62 . . 118 

[Z] IDENTIFICATION METHOD: Von Hei^ne rr-.atrix 

(D) OTHER INFORMATION: score 4.5 

seq IWNLFSLFSTSTT/LP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO; 132: 



ACATCCTTGA TTCTTTACTT TCTCTTAACA CCCTGTATCC AGCTGGTCAT AAATCTAGCA 60 

G ATG CTA CAT TCA GAT AAC ATC TGG A.AT CTA TTT TCC CTA TTT TCT ACT 10 5 
Kct Leu His 3-or Asp Asn lie Trp Asn Leu Pne Ser Leu ?ne Ser Thr 
-15 -10 -5 



TCT ACT ACC CTG CCC CGG 
Ser Thr Tnr Leu Pro Arq 



127 



:2) INFORMATION FOR SEQ ID NO: 133: 
: : ! GEQCENCE CHARACTERISTICS: 
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(A) LENGTH: 135 bass pairs 

(5} ?Y?i: NLCLKLC ACID 

(C) STRANDECNF.SS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Eiono Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: 5ig_peptide 

(B) LOCATION: 4 . . 75 

(C) IDEMTIFICATION METHOD: Von Heijne matrix 
;D) other INFORMATION: score 4.6 

seq FHSAAGWSGGGQA/CG 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 133: 



ATT ATG CAA CCC CCC TCC CCG CCC GCC CGG TGG AGC TTC CAC TCG GCT 
Met Gin Pro Ala Ser Pro Pro Ala Arg Trp Ser Phe His Ser Ala 
-20 -15 -10 



48 



GCG GGC TGG AGC GGC GGC GGG CAG GCG TGC GGA GGA CAC TCC TCC GAC 
Ala Glv Trp Ser Giy Gly Gly Gin Ala Cys Gly Gly His Ser Cys Asp 
-5 1 5 



96 



CAG GTA CTG GCT GTG ATC CPJ^ CTT CTC A,AC CCT CTC AGG 
Gin Vai Leu Ala Val lie Glu Leu Leu Asn Pro Leu Arg 
10 15 20 



135 



(2) INFORMATION FOR SEQ I D NO : 134: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 233 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 138 . .191 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFCRRATION: score 4.5 

scq LLAGSISHMFSQA/LP 

(xi) SEQUENCE DESCRIPTION: SEQ I U NO : 134; 



ATATTTTGCC TTAGCAGCCT GGGCT-CGGA ACTGGGCTTG CCCTGTAGCA GGTCACTTGC 60 
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ACCTTTCTGC CACAGATGAC GGrX^JkCPKlTT AA.AGTTATGG ATTGTGTCTC TGCATCCTCT 120 

TCCCTTCACA CCAGCGA ATG TGT TTT TCA TTT CTC TTG GCT GGC TCA ATT 170 
Met Cy.s Phe Ser Phe Leu Leu Ala Gly Ser lie 
-15 -10 

TCC CAC ATG TIC TCC CAA GCT CTT C::r CTC CAC TCC CCA GGG CTT CCC 213 
Ser His Met Phe Ser Gin Ala Leu Prn Lew His Ser Pro Gly Leu Pro 
-5 1 5 

ACC ACA AAC CGC ACG 2 33 

Thr Thr Asn Arg Thr 

10 



(2) INFORMATION FOR SEQ ID NO: 135: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 214 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE; Prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(E) LOCATION: 137.. 199 

{C} IDENTIFICATION METHOD: Von Heijne matrix 
[D) OTHER INFORMATION: score 4.5 

seq SILFHCSVCLFLC/QY 

(Xl) SEQUENCE DESCRIPTION: SEQ ID NO: 135: 



ATATGGCAAG 


AGATAGAGAT 


CTAGTTTCAT TCTTCTGCAT ATGGATATCC AATTTTCCCA 


6C 


GCACCATTTA 


TTGAAGAGAC 


AGTCCTTTTG CCAGTKTATG TTCTTGGCAA CTTTGTTGAA 


120 


AATGCATTTA 


CTGTAG ATG 


TAT GGA TTC ATT ATT GGG TTA TCT ATT CTG TTC 


172 




Met 


Tyr Gly Phe lie lie Gly Leu Ser He Leu Phe 





CAT TGT TCT GTG TGT CTG TTT TTA TGC CAG TAC CAT GCC TGG 214 
His Cys Ser Val Cys Leu Phe Leu Cys Gin Tyr His Ala Trp 
-S 1 5 



(2) INFORMATION FOR SEQ I D NO : 13fi: 

{i} SEQUENCE CriARACTF.RISTICS : 

(A) LENGT!!: 2 .n base pair^ 

(B) TYPE: NUCLEIC ACID 

(C) S?RA.NDEDt-:E3S : DOUBLE 

(D) TOPOLOGY; LINEAR 
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;ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: r.jjxo Sapiens 

(F) TISSUE TYPE; Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) L0CATI0^3: 130. .213 

(CI IDENTIFICATION METHOD: Von Heijne ma-rix 
(D) OTHER INFORMATION: score 4.5 

seq SLLGCXLAIN:NT/FP 

(XL,) SEQUENCE DESCRIPTION: SEQ ID MO: 136: 
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ATCCTATTGT GTCGTGTAGC TTGTTCTCTA TTTTATAGGT CATTTAAAAT A.AAACTCACC 60 

TTTGACTTTG TTTAGTCTCT GTTACATGTT TGCTTTTTGT TTCGTTTATG TTTGTACATT 12 0 

TCTCATGTKT TTCTKKCT ATG TCT TTT GGT KGT ATT CTA ACT TTT AGA GTC 17 1 

Met Ser Phe Gly Xaa lie Leu Thr Phe Arg Val 
-20 -15 

TCT TTA TTG GGA TGT CNT CTA GCG ATA A.AT ATA AAT ACA TTT CCC TCT 219 
Ser Leu Leu Gly Cys Xaa Leu Ala lie Asr. lie Asn Thr Phe Pro Ser 
-10 -5 1 

A.AC AAC CAC TTG 231 
Asn Asn His Leu 
5 



(2) INFORMATION FOR SEQ IC NO: 137: 

(i) SEQUENCE CHARACTER! 3TICS : 

(A) LENGTH: 269 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STHANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(E) LOCATION : 12 . . 77 

(C) IDENTIFICATION METHOD: Von Hcijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq LGHLCAGSSGVKG/AR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 137: 



r_A.-JAGCGAGC C ATG GC^ GTC TAC GTC GGG ATG CTG CGC CTG GOG AGG CTG SO 
Met Ala Val Tyr Val Gly Met Leu Arg Leu Gly Arg Leu 
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-20 



104 

-15 
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-10 



TGC GCC GGG AGC TCG GGG G?C 3TZ GGG GCC CGG 
Cys Ala Giv Ser Ser Gly Vai X3a Giy Ala Arg 
-5 : 



GCC G5C CTC 
A.la Xaa Leu 



TCT CGG 
Ser Arg 



93 



AGT TGG GAG GAA GCC AGG T'lT^ CA:.; GGT GTC CGC TTC CTC ACT 

Ser Trp Gin Glu Al^ Arg Leu Gin Giy Val Aig Phe Leu Ser 

10 15 20 

GAG GTG GAT CGC ATG GTC TCC ACG CCC ATC GGA GGC CTC ACC 

Glu Val Asp Arg t<eL Vdl Ser Thr Pro He Gly Gly Leu Ser 

25 30 35 

CAG GGG TGC ACC AJ^J\ AAG CAT CTT A.AC AGC AAG ACT GTG GGC 

Gin Gly Cys Thr Lys Lys His Leu Asn Ser Lys Thr Val Gly 

40 45 50 

CTG GAG ACC ACA GCA CAG AGG GTC CCG 

Leu Glu Thr Thr Ala Gin Arg Val Pio 
60 



TCC AGA 
Ser Arg 



TAG GTT 
Tyr Val 



CAG TGC 
Gin Cys 
55 



14 6 



194 



242 



269 



[21 INFORMATION FOR SEQ ID NO: 138; 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 27G base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(IX) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION : 137 .. 255 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4.4 

seq LVSIFFFWEVTNA/FL 

(XI) SEQUENCF DESCRIPTION: 3E2 ID NO: 133: 



AGATA.ATTTT GATGAAACCA AGAGGCACGT CTTTCTACAT ACTTCTCTTC ATCKYCKWTT oO 

CCTAGTGTTT TWGTT7ATKT TTTTTAAATA ATGCCCATGT CTCCTGCTGT CATTCTCTGA 120 

GACCACCAAA TAGTTT/WA CCTGGAGTCA GAGATAAG.AA TAAACAGGC7 TAAGATACTT 190 

7A„^A.TA ATG TTC .^^AT ACT ATA TAC TTG GTC ATA TCA TTA GTG AGC ATA 223 
fy.er. Phe Asn Thr He Tyr Leu Vai lie Ser Leu Val Ser He 
-20 -15 -10 

TCr TTC TTT TG3 G.:-^'. GTA AST A^.T SCT TTC CTT AAG GCC AGG CGT TGG 276 
Ph-j Phe Phe Tro Giu Vai Thr Asn Ala Pne Leu Lys Ala Arg Arg Trp 

-5 1 5 
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(2) INrORMATION FOR SEQ ID NO: 139: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 137 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 



(xi) MOLECULE TYPE: CDNA 



[VI] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Norrr.al prostate 



(IX) FEATURE: 

(A] NAME/KEY: sig_pepLide 
(Bl LOCATION; 36 . . 101 

(CI IDENTIFICATION METHOD: Von Hcijno matrix 
(D) OTHER INFORMATION: scoro 4.4 

seq 3LPLTTGSSWSL3/SQ 

(Kl) SEQUENCE DESCRIPTION: SEQ 10 NO: 139: 



ACCTTCTC>iJ\ G^^J\CTGTGTT CACCCACTTC CCCAC ATG GCC CTT CCA CCC AAG 5 3 

Met Ala Leu Pro Pro Lys 
-2C 

GGA TGT GGT AGT CTC CCT TTG ACT ACT GCG TCT TCC TGG AGC CTT TCT 101 
Gly Cys Gly Ser Leu Pro Leu Thr Thr Giy Ser Ser Trp Ser Leu Ser 
-15 -10 -5 

TCT C.^A ATA GGA AGC CCT GCT ATT TCC AP.C CCT AGG 137 
Ser Gin lie Giy Ser Pro Ala lie Ser As;i Pro Arg 
1 5 1 Ci 



(2; INFORMATION FOR SEQ ID NO; 14 0: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 127 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(i^) MOLECULE TYPE: CDNA 

;vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(IK) FEATURE: 

(A) NAME/KEY: sig^peptide 
(3) LOCATION: 44. .91 

(C) IDENTIFICATION METHOD: Von Hei3ne natrix 
(0) OTHER INFORMJi.TION: score 4.3 

seq FLSWASFLAPLLR/3? 
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(Xil SEQUENCE DESCRIPTION: SF,^^ 1 7) NO : 140: 



:;TCATTTGTC CGTTTCTTCC CCCTTGCC?-A TTTTTTAATT A3A ATG TTT GTC TTT 5 5 

Met Phe Val Phe 
-15 

TTG TCT TGG GCA AGT TTC TTA GCC CCT CTA CTG AGG AGO CCA TTT CTT 103 
Leu Ser Trp Ala 3er Phe Leu Ala Pro Leu Leu Arj Ser Pro Phe Leu 
-10 -5 1 

CAT TCT CTA ATG GGG ATG CCA GGG 12 7 

His Cys Leu Met Gly Met Pro Gly 
5 10 



(2) INF3Rt<ATI0N rOR SEQ ID NO: 141: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 302 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepticle 

(B) LOCATION: 150. . 233 

(C) IDENTIEICATION METHOD: Von Heijne matrix 

(D) OTHER IMEORMATION: score 4.3 

seq LLSC3PLX?LGKS/Gr 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141: 



AJIKAGTCAGC AGGAGTKAGT TCAGGAATCC TCGGGACAAG GCACTTTCCT GAGCACTGGA 60 

CCAGCGACCT CTTGGCTTCC AGGGAGGACA CACAGCCATC ATGGWACCCA THTCTCAGAA. 120 

GAGTCCAGGC A-AACAGTTTA CATTTTCTT ATG AHA ATG AAG TCT GCA AAC AAG 173 

Met Xaa Met Lys Ser Ala Asn Lys 
-25 

ATT ACT TTA TTA ART CAC CAC CTT CTC AGC TGT TCT CCT CTG TGW CCT 221 

Ilo Thr Leu Leu Xaa His His Leu Leu Ser Cys Ser Pro Leu Xaa Pro 
-20 -15 -10 -5 

CTT GGA AAA AGC GGT TTT TCA TCC TGT CAA. AGG CTG GGG ?J\A AGA GCT 2G9 
Leu Gly Lys Ser Giy Phe Ser Ser Cys Gin Arg Leu Gly Lys Arg Ala 
1 '5 ' 10 

TTA GTC TTT CCT ATT ATR AAG N'CC ATC ATC ACC 302 
Leu Val Phs Pro lie Xaa Lys Xaa tie He Thr 
15 '20 
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IMFORMATION FOR SEQ ID NO: 142: 



(i) SSOUENCS CHARACTERISTICS: 

(A) LENGTH: 251 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous pro^r.ate 



(ix) f'EATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : 150 . .245 

(C) IDEMTIFICATION METHOD: Von He^tne matrix 
{D) OTHER INFORMATION: score -1,2 

seq S?LLLnVIPQ?F/R? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 142: 



AATTTGATAA CATCAGCTAA TATTTT7CAA AGTTAGATT? TTGAGGTATA ATTTACATA.^ 60 

GAGTTACTCT TTCTAGAGGT ATAGTTGAAT GCATTTTCAC P^J^ATG^GTkC AATTGGATAA 120 

CCACC.^MCAT WAWTCTAGAW ATATAGGTA ATG TGT AAT TAT AAT ATA TAT GTA 17 3 

Met Cys Asn Tyr Asn lie Tyr Val 
-30 -25 

CTA TAT i^J^.T ATA GGA TAT TTA TAC CAC CCA AAA AG 1' TTT CTC TTG CTT 221 
Leu Tyr Asn lie Gly Tyr Leu Tyr His Pro Lys Ser Phe Leu Leu Leu 
-20 -15 -10 

TTT ATA CTC ATT CCC CAA ACC CCA CGT CCG 251 
?n- He Val lie Pro Gin Thr Pro Arg Fro 
-5 1 



[2] INFORMATION FOR SEQ I D NO : 14 3: 

(1) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 383 base pairs 
(3) TYPE: NUCLEIC ACID 
(C; STRANDEDNESS: DOUBLE 
[0] TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) OK'Gl^iM SOURCE: 

:A) ORGANISM: Homo Sapiens 

[T] TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

;A) name /KEY: sig_peptide 
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( B; LOCATION: 84 . . 164 

(C; IDENTIFICATION METHOD: Von Heijp.- :d..zvix 
(D) OTHER INFORMATION: score 4.2 

seq ?LLAAPLLRSLL?/RX 

(xil SEQUENCE DESCRIPTION: SEQ ZD NO: 143: 



.^ACTG.A.ACAG CGGASCGGAC GGGGATCGCC GGCGGGCGCC A-^vGCGGAJJC (;GCCCAGRGC 



60 



:GGCGGTCT CCGAGATGTC ACG ATG GCT GTG GCC ATG ere AAA CTG TGT G.A^A 113 

Met Ala Val Ala Met Va_ :,vs Leu Cys Giu 
-25 ' -20 



AC;a GCG GGT CTG CCG CTA CTT GCT GCA CCA CTA CTT AGG TCA CTT CTT 
^rq Ala Gly Leu Pro Leu Leu Ala Ala Pro Lea Leu Ai 5er Leu Leu 
-15 -10 -5 



MTG CAC AGT GCG CGT GTC CGG CCT CCA GCT 
Xaa His Ser Aia Arg Val Arg Pro Pro Ala 
eS 70 



151 



CCA AGA GMA CCT CAG CCT GGA CCA GCT CAG CCT CGA 7CT GTA CA.A GGG 2C9 
Pro Arg Xaa Pro Gin Pro Gly Pro Ala Gin Pro Arg Ser Val Gin GLy 
15 10 15 

CAG CGT TGC CCT GCG AGA CAT CCA CCT GGA A.AT CTG GTC TGT GAJ^ CGA 257 
■oin Arg Gy3 Pro Ala Arg His Pro Pro Giy Asn Lej Val Cys Giu Arg 
20 25 30 

GGT GCT RGA GTC A.AT GGA GTC ACC GCT GGA GCT RGT GGA ARG CTT CGT 30 5 
Gly Ala Xaa Val Asn Gly Val Thr Aia Gly Ala Xaa Gly Xaa Leu Arg 
35 40 ^5 

GGG CTC CAT CGA GGT DGC CGT GCC CTG GGC TGC TCT GCT CAC CGA CCA 35 3 
Gly Leu His Arg Gly Xaa Arg Ala Leu Gly Cys Ser Ala His Arg Pro 
50 55 60 



383 



(2) INFORr-lA.TION FOR SEQ ID NO: 144: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 479 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDNA 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

{ly.'l FEATURE: 

(A) NAME/KEY: sxg_peptide 
^3) LOCATION: 99.. 464 

;C) IDENTIFICATION METHOD: Von Heijr.e matrix 
O) OTHER INFORt^J^TION: score 4.2 

seq DVLLGLLKDVLLA/RP 
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TAi^-^iCTTCTG AA,2.GAAAGAG AAGATCTTCC TATATGGA.^^^\ G/W„V^TACT CCTTTATGGA 60 

G.V\C:TGCTT C?-S^^WrCPJ\A TCGTGATTGT TTCAGGAG ATG O'IA AA:' GTG GTA AGA 116 

Met Levi Asn Val Val Arg 
-120 

eiCG ore A3G KTY CCT CAG TGG TGT GCT GAA TAT TGI CTT TCC ATC CAC 16'] 

A- a Leu Arg Xda Pro Gin Trp Cys Ala Glu Tyr Cys L-ju Ser lie His 

-115 -110 -105 

TAG CAG CAC GGG GGC GTG ATA TGC ACA CAG GTC CAC A.^3 CAG ACT GTG 212 

Tyr Gin Hia Gly Giy Val lie Cys Thr Gin Val His Ly3 Gin Thr Val 

-100 -95 -90 -85 

GTC CAG CTC GCC CTG CGG GTG GCG GA? GAA ATG GAT GTT AAC ATT GGT 2 60 

Val can Lea Ala Leu Arg Val Ala Asp Gla Met Asp Val Asn lie Gly 

-80 -75 -70 

CAT GAG GTT GGC TAC GTG ATC CCT TTC GAG AAC TGC TGT ACC AAC GA/^ 30 8 

H_s Glu Vdl Gly Tyr Val He Pro Phe Gla Asn Cys Cys Thr Asn Gla 

-65 -60 -55 

ACA ATC CTG AGG TAT TGT ACT GAT GAT ATG CTG CA.A AGA GhJ^. ATG ATG 35 6 

Thr He Leu Arg Tyr Cys Thr Asp Asp Met Leu Gin Arg Glu Met Met 

-50 -45 -40 

TCC AAT CCT TTT TTG GGT AGC TAT GGG GTC ATC ATC TTA GAT GAT ATT 404 

Ser Asn Pro Phe Leu Giy Ser Tyr Gly Val lie lie Leu Asp Asp lie 

-35 -30 -25 

CAT GAA AGA AGC ATT GCA ACT GAT GTG TTA CTT CGA CTT CTT PJKh GAT 4 52 

His Glu Arg Ser lie Ala Thr Asp Val Leu Leu Gly Lau Leu Lys Asp 

-20 -15 -10 ' -5 

GTT TTA CTA GCA AGA CCA GAA CTG AAG 47 9 

Val Leu Leu Al3 Arg Pro Glu Leu Lys 

1 ^ 5 



;2) INFORMATION FOR SEQ ID NO: 14 5: 

:i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 203 base pairs 
[3) TYPE: NUCLEIC ACID 
;C) STRANDEDNESS: DOUBLE 
(C) TOPOLOGY: LINEAR 

(11) IvOLECULE TYPE: CDNA 

(vi) GP.IGINAL SOURCE; 

■A) ORGANISM: Homo Sapiens 

[7) TISS'JE TYPE: Normal prostate 

(ix) reATURE: 

;A) NAME/KEY: sig_peptide 
:3) LOCATION: 107.. 187 

:DEMT:EICAT:oN method: Von Heijne matrix 
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(D; other INFORMATION: score 4.2 

seq AGLCIGSTSWHG/DI 

(XI) SEQUEMCE DSSCRIPTION: SEQ ID MO: 145: 



ATTGGGAGCA GCAGCATCTA CTTCACAGAC CAGTGTCCAG T r.AA:'TGTGT TTGTGGCAAT 60 

CATCCTACAT AAGGCACCAG CTGCTTTTGG ACTGGTTTCC TTCTTG ATG CAT GCT 115 

Met His Aid 
-25 

GGC TTA GAG CGG RAW TCG AWT GAG AAA GCA C?T GCT GGT CTT TGC ATT 153 
Gly Lsu Glu Arg Xaa Ser Xaa Gin Lys Ala Leu Ala Gly Leu Cys lie 
-20 -15 ^ -10 

GGC AGC ACC ACT TAT GTC CAT GGT GAC ATA CTT AGG ACT GAG CGG 206 
Gly Ser Tnr Ser Tvr Val Wis GLy Asp He Leu Arq Thr Giu Arq 

1 5 



{2] IMFCRM^TION FOR SEQ ID NO: 14 6: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 285 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(IX) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION : 151 . .255 

(C) IDENTIFICATION METHOD: Von Hex j tie na^rix 

(D) OTHER INFORMATION: score 4.2 

seq LLGSLSLWRWSA>I/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 146: 



AATTGCTGGG CTCGAAGCAC AGGAGAGACC AGTCCTTCCT TGTCTCCACT GGGCTGTKTA 60 

GTGCTTCTTT CCC.^AGGACK TCCATCCCTT CCCCAGGCTT TATGGTTCCA GTKCTTCTAC 120 

CATTCTGGA^ GCTCCCTAGA ATCTCCTGGA ATG CTT A^T GGA CCT TTC CAG CAC 174 

Met Leu Asa Gly Pro Phe Gin His 

-35 -30 

CGA AAT TCA AGA ATT ATG ACT CAT CGG TCA GCA GAA AAG ACC CTG CTG 222 
Arg Asn 5^- Arg Tie Me" Thr His Arg Ser Ala Glu Lys Thr Leu Leu 
-2b -20 -15 



GGA TCT CTG AGC TTG TGG AGG TGG TCG GCA ATG GAA CCT ACG GAC AGG 
Gly S-r L-'-. Ser Leu Tro Arq Trp Ser Ala Met Glu Pro Thr Asc Arg 
-13 -5 1 ■ 5 



270 
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ToT ACA AGij GTA G3G 
Cys Tf.r Azq Vai Gly 
10 



285 



{2) [N"-JKr':AT10N rOR SEQ ID NO: 14 7: 

(I) SKQJENCE CHARACTERISTICS: 

(A) LENGTH: 409 base pairs 

{B) TY?£: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(II) I^OLECULS TYPE: CDNA 

(vi) GRIGINA.L SOURCE: 

(A) ORGANISE: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

( i X ] FEATURE : 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 44,-175 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORiyiATION: scare 4.1 

seq IAVGLTCQHV3HA/I3 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 14 7: 



AAGGTTGTAG ACGCTGCGGC CCGGCCCGGC GGGTAAATAA CAG ATG CGG GTG AAA 55 

Met Arg Val Lys 

GAT CCA ACT -i^.-A. GCT TTA CCT GAG AAA GCC AAA AGA ACT AJVA AGG CC? 103 

Asp Pro Thr Lys Ala Leu Pro Giu Lys Ala Lys Arg Ser Lys Arq Pro 

-40 -35 -30 -25 

ACT GTA CCT CAT GAT GAA GAG TCT TCA GAT GAT ATT GCT GTA GGT TTA 151 

Thr Vdl Pro His Asp Giu Asp Ser Ser Asp Aso lie Ala Val Gly Leu 

-20 -15 " -ic 

ACT TGC CA-A CAT GTA AGT CAT GCT ATC AGC GTG AAT CAT GTA AAG AGA 199 

Thr Cys Gin His Val Ser His Ala He Ser Val Asn His Vai Lys Arg 

-5 1 5 

GCA ATA GCT GAG AAT CTG TGG TCA GTT TGC TCA GAA TGT TTA AAA GAA 247 

Ala lie Ala Glu Asn Leu Trp Ser Val Cys Ser Giu Cys Leu Lys G"u 

13 15 20 

AGA AGA TIC TAT GAT GGG CAG GTA GTA CTT ACT TCT GAT ATT TGG TTG 2 95 

Arg Arg Fhe Tyr Asp Gly Gin Leu Val Leu Thr Ser Asp He Trp Leu 

25 30 35 40 

TGC CTG TGT GGC TTC CAG GGA TGT GGT A.AA A.AC TCA G.AA AGC CPA. 34 3 

Cys Ly.- Cys Gly Phe Gin Gly Cys Gly Lys Asn Ser Glu Ser Gin 

45 50 55 

CAT TCA TTG AA.G CAC TTT AAG AGT TCC AGA AC A GAG GCC CAT TGT ATT 391 

His L^^A Lys His Phe Lys Ser Ser Arg Thr Glu Pro His Cys He 

5; 65 70 
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ATA ATT '-:tg kZC AC A 

lie lie As:. Leu 3er Tnr 

75 



4 0 0 



( 2 ) IN FORMAT 1 ON FOR SZQ ID NO : 14 8: 

(i) Sv.Q'J?J]C£ CHAFACTERI3TICS: 

{A) LENGTH: 279 base pairs 

(5) TY?Z: nucleic ACID 

(C) STRAMDEDNESS : DOUBLE 

(u) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) CiUGlNAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(D TISSUE TYPE; Cancerous prcstate 

(ix) FEIATURE: 

(A) NAME/KEY: sig_pepticle 

(B) LOCATION: 184.. 267 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4 

seq FGLLALSt^LKG?G/KV 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 148: 



ACATAA.TCGG CCTTTATGTT ACACTGCCTG GCCAGCCCCT GTTATTCTAG TGCATAATTG 60 

ATGGTGCTCA CA.AGTGGAAA AGTTAGAAAA GCGGAAGTAA TGTGACGCAG CAGTGCCATG 120 

R.;\GCSSCCGG 3VCCCCGGCA GTGAGGGCAA TGCAGAGATG GGCTGCTGCT GGCTACCGCC 180 

AGG ATG GCT CAG AAG GGC CTG GGG TTA CTT GGC ATC TTG TCA GGA GAG 223 

M-ec Pre Gin Lys Gly Leu Gly Leu Leu Gly He Leu Ser Gly Asp 
-25 -20 -15 

TTT TCC CTT CTT GCT TTG TCC ATG CTG AAA GGG ACA GGA .AAG GTA GGC 27 G 

Phe Scr Leu Leu Ala Leu Ser Met Leu Lvs Gly Thr Gly Lys Val Gly 
-10 -5 1 

GGG 279 
Gly 



(2) IMFORMATION FOR SEO ID NO: IIB: 

{:;: SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 326 base pairs 
{■■3) TYPt:: NUCLEIC ACID 
iC) STRANDEONESG : DOUBLE 
(D) TOPOLOGY: LINEAR 

; 1 ■ MOLECULE TYPE; CDNA 
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;ai ORGANISM: Homo Sapiens 

:r i tissue: type:: Normal prostate 

FEATURE : 
;A; N?VME/:<EY: 3ig_peptide 
:B; LOCATION: 59.. 233 

;Ci IDENTIFICATION M.ETHOD: Von Heijne rr.atrix 
; [■: OTHER TNFORMAT^ICN: score 4 

seq AALCGISLSQLFP/EP 

lxjl) SECUENCE DESCRIPTION: SEQ I D NO : 119: 



AAGAACCTGA GCAGCCTGTC TTCAGACAG.^ GAGAGGCCCA CGGCTGTT7C TT:^.A.^AYTr,.':; GO 

CGCTGGGA ATC GCC ATG TGG AAC AGG CCA TGB DAG ANG CTG CCT CAG CAS 110 
MGt Ala Met Trp Asn Arg Pro Xaa Xaa Xaa Lea Pro Gin Gin 
-55 -50 -45 

CCT CT5 STA GCT GAG CCC ACT GCA GAG GGG GAG CCA CAC CTG CCC ACG 158 
Pro Leu :<aa Ala Giu Pro Thr Aia Glu Gly Glu Pro His Leu Pro Thr 
-40 -35 -30 

GGC CSG GAS BYG ACT GAG GCC AAC CGC TTC GCC TAT GCT GC:c C rC TGT 2 06 
Gly Arg Xaa Xaa Thr Glu Ala Asn Arg Phe Ala Tyr Aia Ala Leu Cys 
-25 -20 -15 -10 

GGC ATC TCC CTG TCC CAG TTA TTT CCT GAA CCC GAA CAC AGC TCC TTC 254 
Gly lie Ser Leu Ser Gin Leu Phe Pro Giu Pro Glu His Ser Ser Phe 
-5 1 5 

TGC ACA G.AG TTC ATG GCA GGC CTG GTG SKM TGG CTG GAG TTG TCT GA-A 302 
Cys Thr Glu Phe Met Ala Gly Leu Val Xaa Trp Leu Glu Leu Ser Glu 
10 15 20 

GCT GTC TTG CCA ACC ATG ACT GCT 326 
Aia VaL Leu Fro Thr Met Thr Aia 
2 5 30 



{2} IM^ORMATIOM FOR SEQ I D NO : 150: 

[II SEQUENCE CHARACTERISTICS: 

(A) LENGT:H: 194 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: CDNA 

;vi) ORIGINAL SOURCE: 

;A) ORGANISM: .Homo Sapiens 

(F) TISSUE TY?E; Normal prostate 

FEATURE: 
(A) ^3A^^E/KEY: sig_peptide 
:S) LOCATION: 126,. 182 

(C) IDENTIFICATION METHOD: Von H:ei:ine matrix 
(u) OTHER IMFORt^ATION: score 4 

seq LLLSPWV7VPVWS/SS 
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(K^; :?-QU£\::CZ description: SEQ id NO: 150: 



CCTAGTGCTT .kAGGGOATTT AGCATCATCC A,:^GCAGGGTA AACTTTTGTT TTGTT;lW'-G 6C 

PuAA-AA.TGTCT Tr.TTC.V^GTT GG7GTCCCCA GTTG7AGCTA ACACATCTGG AATGGACT.^^ 12C 

CCAA^ ATG CTG TCC TTT GGA GAG CTG CTT TTG TCA CCG TGG GTA ACC GTT 170 
Met ;,eu Cy3 Phe Gly Asp Leu Leu Leu Ser Pro Trp : Thr Val 
-15 ' -10 -5 



CCC GTC TGG TCC AGT AGO CCG TGG 
Pro V<il Tro Ser Ser Ser Pro Trp 
1 



(2) INE-ORt^^.TION FOR SEQ ID NO: 151: 

(i ) y EQUF.NC:-: GHARACTERI 3TICS : 

(A) LENGTH: 170 base pairs 
(3) TYPE; NUCLEIC ACID 

(C) STR^^vWDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii; MOLECULE TYPE: CDNA 



{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



(ixl FEATURE : 

(A) NAME/KEY: siq_peptide 
(3) LOCATION: 2 7.. 107 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 'I 

seq LIYFLGLAADTYF/RS 

(x^) SEQUENCE DESCRIPTION: SEQ ID NO: 151: 



AAGTTAGGTT TAAAGTTTCC TCATTA ATG CAG GPJk AAT GCT CAT .AAC CTG AGG S3 

Met Gin Glu Asn Ala His Asn Leu Arg 
-25 -20 

CTT TTC J^J\(i TGT TTA TTA ATT TAC TTT CTG GGG CTG GCT GCT GAT ACT ICl 
Leu Ph^ Lys Cy.s Leu Leu lie Tyr Phe Leu Gly Leu Ala Ala Asp Thr 
-15 -10 -5 

TAT TTC AGA TCA AAG AGA AAG CCT GTG TCT TTC GTA GTT ACT GTG KKG 1^9 
Ty^ Drif- ^rq Ser Lys Arg Lys Pro Vai Ser Phe Val Val Thr Val Xaa 
1 5 10 

CMA GGA A:-:C TAT GCC ACA GGG l^'O 
Xa-- Gly Xaa Tyr Ala Thr Gly 

15 20 



(2; FORMAT I OM FOR SEQ ID NO: 152: 
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( i ; sequence: ch.-^r-^.ct eristics : 

(A) LENGTH: 315 base pairs 

(3) TYPE: N'JCLEIC ACID 

(C) STR-^iNCEDMESS : DOUBLE 

(J) TOPJLOGY: LINEAR 

(Hi MOLECULE TYPE: CDNA 

(v_) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ixl FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 127 . . 303 

(C) IDENTILICATION METHOD: Von Heijne matrix 
CJ) OTHFR INFORMATION: score ^ 

seq SVATALFPPLCIS/TG 

(XX; SEQUENCE DESCRIPTION: SEQ ID NO: 152: 



ACCAA.GTCCT CCCAAGTTAT TAACTGG7CA AAAAGGMTTA AAGGMTTAGT TCTTAATAGT 5 3 

TAAGATGCCA CCCATTCAGG GTTTTTTGCT TTCTAAGAGG GA^ACTTTTAC AGGCATAATT 12 D 

GAGAGA ATG CAT ACA TGC TCT CTA CCT TGT CTT CTC TIT OCT CAG CTG 163 
Met His Thr Cys Ser Leu Pro Cys Leu Leu Phe Ala Gin Leu 
-55 -50 

CTA GAA TTT TGT AGC TTT CCT CCA GAT GTG CCT CAT AAC TGT GCG CCT 216 
Leu Giu Phe Cys Ser Phe Pro Pro Asp Val Pro His Asn Cys Ala Pro 
-45 -40 -35 -30 

ATT GTG TCA GTC AGG GCG CCT AAT ATT GTA GCA GCC TTT GAA GGG TGC 251 
He Val Ser Vai Arg Pro Pro Asn lie Val Ala Aia Phe Glu Gly Cys 
-25 -20 -15 

TCT GTA GCC ACT GCT CTT TTT CCT CCC TTG TGC ATC TCC ACA GGG AA.T 312 
Ser Val Aia Thr Ala Leu Phe Pro Pro Leu Cys He Ser Thr Gly Asr. 
-10 -5 1 

GAG 315 
Gli: 



[2] INFORMATION FOR SEQ ID NO: 153: 

[1) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 342 base pairs 
(B; TYPE: NUCLEIC ACID 
(C; STRANDEDNESS : DOUBLE 
(D; TOPOLOGY: LINEAR 

MOLECULE TYPE; CDNA 

;vi) ORIGINAL SOURCE: 

(A: ORGANISM: Homo Sapiens 

(Ff TISSUE TYPE: Hypertrophic prc.state 
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lA) MAM^/rXY: £ig_peptidG 
':B' LOCATION: 55. .138 

iC; IDENTIFICATION METHOD: Von Heijne matrix 
(D: OTHEF. IMEGRMATION: score 4 

seq PLLGVLFFQGVYI/VF 

(xi> SEQUENCE DESCRIPTION; SEQ ID NO: 153: 



AGTCGT7ACC GGGAGCTGTA AA.CAAGGTGT GC;^^^GCATCT GAAGAGCTGC C:;GC^ ATS n"' 

Met 

CAG CAG AGA GGA GCA GCT GGA AGC COT GGC TGC GCT CTC TTC OCT CTG 10 3 

Gin Gin Ar:? Gly Ala Ala Gly Ser Arg Gly Cys Ala Leu Phe Pro Lea 

-25 ' -20 -15 

CTG GGC GTC CTG TTC TTC CAG GGT GTT TAT ATC GTC TTT TCC TTG GAG 153 

Leu Glv Val Leu Phe Phe Gin Gly Vai Tyr lie Val Phe Scr Leu Glu 

-10 -5 1 5 

ATT CGT GCA GAT GCC CAT GTC GGA GGT TAT GTT GGA GA,A AAG ATC ;iJ\G 201 

lie Arg Ala Asp Ala His Val Arg Gly Tyr Val Gly Glu Lys He Lys 

10 ' 15 20 

TTG A^A^L TGC ACT TTC AAG TCA ACT TCA GAT GTC ACT GAG AAG CT7 ACT 2^19 

Leu Lys Cys Thr Phe Lys Ser Thr Ser Asp Val Thr Asp Lys Leu Thr 

25 30 ' 35 

ATA GAC TGG ACA TAT CGC CCT CCC AGC AGC AGC CAC ACA GTA TCA ATA 2 97 

He Asp Trp Thr Tyr Arg Pro Pro Ser Ser Ser His Thr Val Ser He 

40 45 50 

KTK CAT TAT CAG TCT TTC CAG TAG CCA ACC ACA GCA GGC ACA TTT 3 '1 2 

Xaa His Tyr Gin Ser Phe Gin Tyr Pro Thr Thr Ala Gly Thr Phe 

55 60 65 



i2: INFCRK^TION FOR SEQ 1 0 NO : 154: 

(i; SEQUENCE CHAEIACTERISTICS : 

(A) LENGTH: 429 base pairs 
{B) TYPE: NUCLEIC ACID 

(C] STEIANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

{_^) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horao Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(:.;-;) FEATURE: 

(A) NAME/KEY: sig_peptide 
{9) LOCATION: 109.. 2 25 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq LILKRSLPTASS:^/S:^ 



PCT/IB98/01232 
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AAA.iL^TGTAC TG^^^TCTCCA CTTTGGGCGA GCCTGGGCAC CGAGGACACA GGGGAACTAA 00 

GACACAGTGC TGGTCACT^iG (.:.A.AACTCA::A GCCTGTTGGG AAAGA^vAG ATG CAF. GAV 11'^ 

[<et Xad Xda 

AGT ATC TTC ATT TCA GAA .AAA TAT GGA CTC TGC CCG TCT AAG ACT CCC 16b 
Ser He Phe He Ser Glu Lys Tyr Gly Leu Cys Pro Ser Lys Thr Pro 
-35 -30 -25 

ATA ATG AAA ATG CTC CCG TCT TTG ATC CTG /V.C CGG TCA TTG CCC ACT / ! 
IlG Mo- Lys Met Leu Pre Ser Lea He Lgu Asn Arg Ser Leu Pro Thr 
-20 -15 -10 

GCT TCA AGC AGT TCC AGC AGG AAG GAC TTC CGC CTG CCT CAG ACC CGC 26 i 

Aia Ser Ser Ser Ser Ser Arg Lys Asp Phe Arg Leu Pro Glr. Thr Ary 
1 5 10 

CGG CGA ATC ATC ATG GTG CCT CGC AAG GAG GAT CAG ACA CCC CTT PJ\'T 30 9 

Arg Arg He He Kel Val Pro Arg Lys Glu Asp Gin Thr Pro Leu Asn 
15 20 25 

CCT GCA TCC CAA CCT CAG GCT CCC CCA AAG CCC ATC CCC AGC TTS AA.^ J 'j ^ 

Pro Ala Ser Gin Pro Gin Ala Pro Pro Lys Pro He Pro Ser Xaa Lys 
30 35 40 

AGT YTG GAA GCT AGM GAT AYC PAS RGC AGC CAG AGG ACA BGA AGA CCT 4 05 
Ser Leu Glu Ala Xaa Asp Xaa Xaa Xaa Ser Gin Arg Thr Xaa Arg Pro 
45 5C 55 60 

GGG CTG ACC AGA GGT CGA AGC TGC ^29 
Gly Leu Ser Arg Gly Arg Ser Cys 

65 



(2) INr-ORHATION ?0R SEQ ID NO: 155: 

(i) SEQUE:NCE CHARACTERISTICS: 

(A) LENGTH: 351 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STPANDEDNSSS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) CRGAMISM: Hoir.o Sapiens 

(E) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

;A) name/ KEY: other 
(3) LOCATION : 1 . . 350 
to IDENTIFICATION METHOD: fasta 
{D) OTHER INFORt-lATION : identity 99H 

region 18 . .356 
id C33597 
vrt 
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;ix) FEATHfiC: 

(A! NnMR/K?:Y: sig_peptide 
(B; LOCATION; 12 7.. 18 6 

(C; IDENTIFICATIOM METHOD: Von Heijne narrix 
(D! OTHER INFORr^ATION: score 3.9 

seq rrWVVLFSAGCKV/IT 

(Ki) SEQUENCE EESCP.IPTION: SEQ ID NO: 155: 



ATTTCTTGTT CCAAGATCAC CCTTCTGAGT ACCTCTCTGG CTGCCAAATT GCCAGGGCCT 6 0 

TCACAGTTTG ATTCCATTTC TCAGCTCCAA. GGATTAGGTA AACCCACCAA GCAATCCTAG 120 

CCTGTG ATG GCG TTT GAG G7C AGO TGC TTC TTT TGG GIG GTG CTG TTT 1 ori 

Met Ala ?rie hsp Val Ser Cys Phe Phe Trp Vai Val Leu Phe 
-2C -15 -10 

TCT GCC GCC TGT /vAA GTG ATC ACC TGC TGG GAT GAG ATG TAG ATT GAG 21o 
Ser Ala Gly Cys Lys Val lie Thr Ser Trp Asp Gin Met Tyr lie Glu 
-5 ' I 5 IC 

AAA GkA GCC AAC AAA ACA TAT AAC TGT GAA hA7 TTA GGT CTC AGT GAA. 2 5^ 
Lys Glu Ala Asn Lys Tnr Tyr Asn Cys Glu Asn Leu Gly Lgu Ser Glu 
15 20 25 

ATC CCT GAC ACT CTA CCA AAC ACA ACA GAA TTT TTG GAA TTC AGC TTT 312 
lie Pro Asp Thr Leu Pro Asn Thr Tnr Glu Phe Leu Glu Phe Ser Phe 
30 35 40 

F^'l TTT TTG CCT ACA ATT CAC AAT AGA ACC TCC AGC AGG 351 
Asn Phe Leu Pro Thr He His Asn Arg Thr Ser Ser Arg 
45 50 55 



(21 IMFORMATION FOR SEO ID NO: 156: 

(i) SEQUENCE CHAP.ACTERI 3TICS : 

(A) LENGTH: 410 base pairs 

(B) TYPE: NGCLETC ACID 

(C) STRAMDEDNESS: DOUBLE 

(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

{F) TISSUE TYPE: Nornal prostate 

(xx) FEATURE: 

(A) NAME /KEY: sig^peptide 
(3) LOCATION; 96. .383 

[C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq IMNLTVMLDTAXG/KX 

:>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 156: 



AGAACCACGC CGCTTCCCAG TCTCTGTGCG AGGCGTGAAG CGCGGACCTT TCA.ACAA.GGG oO 
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CTTTATTAAT TCTCATGCTG CGCCCCTGGA AAGCG ATG GAG GTG GCG GGT AAT 113 

Met Glu Val Ala Ala Asa 
-95 

TGC TGC CTA CGG GTG .VAG AGA CCT C7G TTG GAT CCC CGC TTC GAG GGT IG, 
Cys Ser Leu Arg Val Lys Arg Pro Leu Geu Asp Pro Arg Phe Glu Gly 
-90 -85 -80 -75 

TAG AAG BTC TGT GGT GAG Gr:G CTG GGT TGT TAG GAG CTG GAG GTT GAG 20 9 
Tyr Lys Xaa Ser Leu Glu Pro Leu Pro Cys Tyr Gin Leu Glu Leu Asp 
-70 -55 -60 

GCA GCT GTG GCA KAG GTA AAA GTT GGA GAT GAT CAA TAT ACA CTG GA/v 2 57 
Ala Ala Val Ala Xaa Val Lys Leu Arg Asp Asp Gin Tyr Thr Leu Glu 
-55 -50 -45 

GAG ATG CAT GCT TTT GGA ATG TAT AAT TAG CTG CAC TGT GAT TCA TGG 305 
His Met His ALa Phe Gly Met Tyr Asn Tyr Leu His Cys Asp Ser Trp 
-AO -3d -30 

TAT CAA GAC AGT GTG TAG TAT ATT GAT ACC CTT GGA AGA ATT ATG AAT 353 
Tyr Gin AsD Ser Val Tyr Tyr Ily Asp Tnr Leu Gly Arg lie Met Asn 
-25 " -20 -15 

TTA ACA GTA ATG GTG GAC ACT GCG TTW GGR AAA MCA GGA GAG GTG TTT AOl 
Leu Thr Val Me- Leu Asp Thr Ala Xaa Gly Lys Xaa Arg Glu Val Phe 
-10 -5 1 5 

CGA CTC CTA 410 
Arg Leu Leu 



(2) INFORMATION FOR SZQ ID NO: 157: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 34 7 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 3TRANDEDNES3: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

[F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

[A) NAME/KEY: siq_peptide 
(3) LOCATION: 63.. 17 9 

CO IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.9 

seq VLAIGLLHIVLLS/IP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 157: 



i-:--:.— CCGA TCCCGGGCCG TTGATCTTCG GCCCGACACG AACAGCAGAG AGGGGCATGA 6D 
GG ATG .^AT GTK GGC ACA GCG GAG AGS DAG GTG A.^C GCG A.AC ACG CGG IC7 
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Met Asa V=l Giy Thr " 
-35 



Id Hi 5 Xdd Xdd Vdl Asn Pro Asn Thr Arg 
-30 -25 



GTK ATG AAC A3C CGT GGC ATC TG3 CTC 
Val Met Asn 3er Ar^ Gly lie Trp Leu 
-2 J 



TCC TAG GTG CTG GCC ATC GGT 
Sor Tyr Val Leu Ala lie Gly 
-15 -10 



155 



CTC CTC CAC Arc GTG CTG CTG ACC ATC 
Leu Leu His lie V I Le'.: Leu S^r Zle 
'b 1 



CCG TTT GTK AGT GTC CGT GTC 
Pro Phe Val 3er Val Pro Val 



203 



GTC TGG ACC CTC ACC AAC CTC ATT CAC 
Val Trp Thr Leu Thr hsr. Leu lie His 
IC 15 



AAC ATG GGC ATG TAT ATC TTC 
Asn Met Giy Met Tyr He Phe 
20 



251 



CTG CAC ACG GTG AAG GGG WCA CCC TTT 
Leu His Thr Val Lys Gly Xaa Pro Pho 
25 3C 



GAG ACC CCG GAC CAG GGC AAG 
Glu Thr Pro Asp Gin Gly Lys 
35 40 



2 9 9 



GCG AGG CTG CTW WCC CAC TGK TDA GCA 
Ala Arg Leu Leu Xa3 His Xaa Xaa Ala 
AS 



GAT GGA TTA TGG GGT CCA GTT 
Asp Gly Leu Trp Gly Pro Val 
50 55 



347 



(2) INFORMATION FOR SEQ ID KO : 158: 

Ci.) SEQUENCE CHARACTERISTICS 1 

(A) LENGTH: 151 base pairs 
(S) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(?) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAJ^E/KEY: siq_peptide 

(B) LOCATION : 8 . .76 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq SWWTLLSSSPSFM/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158: 



■.TTTATT ATG GAA AAC TTT AAC ATG TAT AA-A AAT AAG AGC TGG TGG ACC 
Met Giu Asn Phe Asr Met Tyr Lys Asn Lys Ser Trp Trp Thr 
-20 -15 " -10 



:T? TTG TCC TCA TCA CCC ACC TTT ATG ATC AGT TTT GTl' TCA TCT GTA 
leu Leu Ser Ser Ser Pro Ser Phe Met lie Ser Phe Val Ser Ser Val 
-5 1 5 



97 



:TA CCA GTG CTA CTT ACC ATC TCT AGG TTC ATT TTG AA.G CAA ATC CCA 
Leu Pro Val Leu Leu Thr lie Ser Arg phe He Leu Lys Gin lis Pre 
10 15 20 



14 5 
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GAC CAG 
Asp Gin 
25 



1 b 1 



(2) INFORMATION FOR SEQ ID NO: L 5 • : 

(i) SEQUENC:-: CHARACTERISTICS: 

(A) LFNGTtl: 3d1 base pairs 

(3) ty?h:: nucleic acid 

(c) stramdedn'sss : double 

(d) topology: linear 

(ii) MOLECULE TYPE: CCNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM.: Hono Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAt-IE/KEY: sxg_peptxde 
(5) LOCATION: 1 -1 2 . .2 58 

(C) IDENTIFICATION KETHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 3.9 

seq VLAIGLLHIVLLS/IP 

Cxi) SEQUENCE. DESCRIPTION: SEQ ID NO: 159: 



AGATTCGGCC GGAGCTGCCA GCGGGGAGGC TGCAGCCGCG GGTTGTTACA GCTGCTGGAG 60 

CAGCAGCGGC CCCCGCTCCC GGGAACCGKT CCCGGGCCGT TGRTCTTCGG CCCCAC.ACGA 120 

ACAGCAGAGA GGGGCAGCAG G ATG PJ\T GTG GGS ACA GND CAC AGC GAG GTG 171 

Met Asn Val Gly Thr Xaa His Ser Glu Val 
-33 -30 

AAC CCC AAC ACG CGG GTG ATG A-^.C AGC CGT GGG ATC TGG CTC TCC TAC 219 
Asa Pro Asn Thr Arq Val Met Asn Ser Arg Gly lie Trp Leu Ser Tyr 
-25 -20 -IS 

GTG CTG GCC ATC GGT CTC CTC CAC ATC GTG CTC CTG AGC ATC CCG TTT 2 67 
Vai Leu Ala lie Gly Leu Leu His lie Val Leu Leu Ser lie Pro Phe 
-10 -5 1 

GTG ACT GTC OCT GTC GTC TGG ACC CTC ACC AAC CTC ATT CAC AAC ATG 315 
Val Ser Val Pro Val Val Trp Thr Leu Thr Asn Leu He His Asn Met 
5 10 15 

GGC ATG TAT ATC TTC CTG TAC ACG GTG AAG GGG ACA 351 
Gly Met Tyr He Phe Leu Tyr Thr Val Lys Gly Thr 
20 25 30 



(2) INFORt^ATION FOR SEQ ID NO: 16C: 

(i) SEQUENCE CHA?J\CTERISTICS : 

(A) LENGTH: 234 base pairs 
(3) TYPE: NUCLEIC ACID 
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(C) STRAN3EDNES5 : DOUBLE 

(D) TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A; ORGANISM: HoT.o Sapiens 
(F; tissue TYPE: Prostate 

(ix) FEATURE: 

(Al NAME/KEY: s i^_p(dptide 
(B) LOCATION: 8i . .12i 

(C; IDENTIFICATION METHOD: Von Heijae matrix 
(D) OTHER INFORMATION: score 3.8 

seq AAASAVSVLLVAA/ER 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 160: 



A^ii.BGCTTCGT AGTGGAGGAA CGGGTTTGGC GTGTGGGACG CAGCTGCC7C TGTACTGGGG 60 

AGTCACGGAG TCCCGGGCTC CAGGGAC ATG GCG GCG GCC TCT GCG GTG TCG GTG 114 

Met Ala Ala Ala Ser Ala Val Ser Va L 
-10 

CTG CTG GTG GCG GCG GAG AGG AAC CGG TGG CAT CGT CTC CCG AGC CTG 162 
Leu Leu Val Ala Ala Glu Arg Asr. Arg Trp His Arg Leu Pro Ser Leu 
-5 15 10 

CTC CTG CCG CCG AGG ACA TGG GTG TGG AGG CAA AGA ACC ATG AAG TAG 210 
Leu Leu Pro Pro Arg Thr Trp Val Trp Arg Gin Arg Thr Met Lys Tyr 
15 20 25 

ACA ACA GCC ACA GGA AGA AA\C ATG 2 34 

Thr Thr Ala Thr Gly Arg Asn Met 
30 35 



(2) INFORMATION FOR SEQ I D NO : 161: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 461 base pairs 

(B) TYPE: NUCLEIC ACID 
:C) 3TRANDEDNESS: DOUBLE 
;D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(r) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAt<E/KEY: sig_pepticie 
{3) LOCATION: 17 7.. 308 

(C) IDENTIFICATION METHOD: Von Kei]ne matriK 

(D) OTHER INFORMATION: score 3.3 

seq SGSGLSWARLSOS/RS 

SEQUENCE DESCRIPTION: SEQ IC NO: 161: 
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ACTCTTTGCC ACCCTCAGAG GCGAGCTGTo G.hAGCCTTGA CTCTTAGGGC CGTTTTAGA.^. 60 

CCGGGGCCTC GGACCGGCGG GGTTTCTGCA CGTGGAACCG GAACATCTGA GATGATGGSM 120 

RGGCCCTGTG GAGTGTGGGG AGCGCGCGAG TTCTTTCTTC CCTCGAGGCC CGTGCC ATG 17 9 

Met 

GCT TAG TGC GCC ACT GGG T::G CCA GTC CTA AGC CAA GCA GTC CGG 227 

Ala Tyr Ser Cys Ala Ser Gly i'er Pro Val Leu Ser Gin Ala Val Pro 
-40 ' --^^ -30 

GGG GAA AAC GCT TCT CAT CGC CGT GGG AGC GCG GAT CTT GGA AGT GGC 27 5 
Gly Glu Asn Ala Ser His Aig Arq Giy Ser Ala Asp Leu Gly Ser Gly 
-25 -20 -15 

TCT GGG CTT TCT TGG GCG AGG CTC TCA GAG AGT AGA TCG GAA ATC CAT 32 3 
Ser Gly Leu Ser Trp Ala Arg L-^u Ser Gin Ser Arg Ser Glu lie His 
-10 -5 1 5 

TCT GCT GGC CCG CCC CAC CTC GGA GGA CGG ACT AAC GGA CCT GAG TTC 371 
Ser Ala Gly Pro Pro H^s Leu Giy Gly Arg Thr Asn Gly Pro Glu Phe 
10 15 20 

CCG GCC CTA TCT TAG TCT TCT CAG CTT CTC AGC TTG GCT CAG CTC AGA 4 19 
Pro Ala Leu Ser Tyr Ser Ser GLn Leu Leu Ser Leu Ala Gin Leu Arg 
25 30 35 

GGA AGA GGA ATC ACT GAA GTC TCA GAG AAG TCT CCA CTC ATC 4 61 

Gly Arg Giy He Thr Glu Val Ser Glu Lys Ser Pro Leu He 
40 45 50 



(2) INFORMATION FOR SEQ ID NO: 162; 

[i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 459 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(vi) ORIGINA:. SOURCE: 

(A) ORGANISM: Homo Sapiens 

[F) TISSUE TYPc. : Normal prostate 

(ix) FEATURE: 

(A) NAWE/KEY: sig_pe?tide 

(B) LOCATION: 17 5.. 2 85 

(C) IDENTIFICATION KETHCD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.B 

seq RPVLLHLHQTAHA/DE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 162: 
AGGCTCCGCG CTCTGGAGGC TCAGGCGCCG CGTGGGGCCC GCACCTCTGG GCAGCAGCGG 60 
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CAGCCGAGAC TCACGGICAA GCTAA.GGCGA AGAGTGGCTG GCTGfvAGCCA TACTATTTTA ] 20 

TAGAATTAAT GGEIAARCMHG /JVAAGMGATC AC.VvACLP.^G AAGAJ\CTTTG GAAA ATG 177 

Met 

AAG CCT AGG AGA AAT TTA GA.A (iAA GAG GAT TAT TTG CAT AAG GAG ACG 22 5 

Lys Pro Arq Arg Asn Leu GLu G i i.i Asp Asp Tyr Leu His Lys Asp Thr 

-3S -30 -25 

GGA GAG ACC AGC ATG CTA A.AA AGA GCT :^TG CTT TTG CAT TTG CAC CAA 273 

Gly Glu Thr 3er Met Leu Lys Arg Fro Val Lou Leu His Leu His Gin 

-20 -15 -10 -5 

ACA GCC CAT GCT GAT GAA TTT GAG TGC CCT TCA GAA. CTT CAG CAC ACA 321 

Thr Ala His Ala Asp Glu Phe Asp Cys [To Ser Glu Leu Gin His Thr 

1 5 10 

CAG GAA CTC TTT CCA CAG TGG CAC TTG CCA ATT AAA ATA GCT GCT ATT 369 

Gin Glu Leu Phe Pro Gin Trp His Leu Pro 11- Lys He Ala Ala lie 

15 20 ' 25 

ATA GCA TCT CTG ACT TTT CTT TAG ACT CTT CTG AGC GAA GTA ATT CAC 4 17 

He Aia Ser Leu Thr Phe Leu Tyr Thr Leu Leu Arg Glu Val He His 

30 3 5 4 0 

CCT TTA GCA ACT TCC CAT CAA C.A.A TAT TTT TAT AAA. ATT CAA 4 59 

Pro Lec Aia Thr Ser His Gin Gin Tyr Phe Tyr Lys He Gin 

45 50 55 



(2) INFORMATION FOR SEQ ID NO: 163: 

(i) SEQ'JEMCE CHARACTERISTICS: 

(A) LENGTH: Ul base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

Hi) MOLECULE TYPE: CDMA 

Tvi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A] NAME/KEY: siq_peptide 
(B} LOCATION: 25.-81 

iZ] IDENTIFICATION METHOD: Von Heijne matrix 
(D; other INFORMA.TION: score 5.7 

seq IPCAHMLVCPTIG/DI 

(XI) SEQUENCE DESCRIPTION: SEQ ID N'O; 16 3: 



AATTTGTAAG AATATTATAT ATAG ATG ATC ATC TGT TAT GAT ATT CCT TGT 51 

Met He He Cys Tyr Asp He Pro Cys 
-15 

GCA CAT ATG TTG GTT TGT CCT ACT ATT GGT GAT ATT A-AG TTT GAT CAC 9 9 

Ala His ^^et Leu Val Cyc Pro Thr He Glv Asn He Lys Phe Asd His 
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-10 



TTG ATG AAG TGG TAT CCA TCA GAT TTC TGT ACT GA.^^. AGG CTG 
Leu Met: Lvs Trp Tyr Pro Ser P.sp Phe 3er Tnr Giu Arg Leu 
10 15 20 



141 



(2) INrORMATION FOR SEQ ID NO: 164: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 393 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOaBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 134 . . 240 

(C) IDENTIFICATION METHOD: Von Hei:ne matrix 
;D) OTHER INFORMATION: score 3.7 

seq STLASVPPAATFG/AD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 



AACCAGGCTC TATTTAGAGC CGGGTAGGGG AGCGCAGGNC CAGATACCTC AGCGCTACCT 60 

GGCGGAACTG GATTTCTCTC CCGCCTGCCG GCCTGCCTGC CACAGCCGGA CTCCGCCACT 120 

CCGGTAGCCC CATGGCTGGM AA.CCTGTGAG ATTAGCAATA TTTTTAGCAA CTACTTCAGT 180 

GCG ATG TAG AGC TCG GAG GAG TCC ACC CTG GCC TCT GTT CCC CCT GCT 228 

Met Tyr Ser Ser Glu Asp Ser Thr Leu Ala Ser Val Pro Pro Ala 
-15 ' -10 -5 

GCC ACC TTT GGG GCC GAT GAC TTG GTA CTG ACC CTG AGC AAC CCC CAG 27 6 

Ala Thr Phe Gly Ala Asp Asp Leu Val Leu Thr Leu Ser Asn Pro Gin 
1 5 10 

ATG TCA TTG GAG GGT ACA GAG AAG GCC AGC TGG TTG GGG GAA CAG CCC 32 4 

Ket Ser Leu Glu Gly Thr Glu Lys Ala Ser Trp Leu Gly Glu Gin Pro 
15 20 25 

CAG TTC TGG TCG AAG ACG CAG GTT CTG GAC TGG ATG AGC TAG CAA GTG 37 2 

Gin Phe Trp Ser Lys Thr Gin Val Leu Asp Trp lie Scr Tyr Gin Val 

30 35 40 

GAG A-A.G AAC A.AG TAG GAC GCG 3 93 

Glu Lys Asn Lys Tyr Asp Ala 
45 50 



(2) INrOR:<ATION FOR SEQ I D NO : 165: 
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(i; SEQUENCE CHAEIACTERISTICS ; 

{A) LENGTH: 263 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) 3TEIANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Normal pros-^te 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepride 

(B) LOCATION!: 54 . .248 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq OLEGLNKLRFSWA/QG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165: 



ACCCTGAATA CGAAGAACAT AAGC.^W\GCT .ACTGGACiACA CCGAGAACTA ATT ATG 5 6 

Met 
-65 

GGG GAA GAG CCT KCC CAG CCC CGC AAG TAT AAG A^S WWG AAG AWG GAG 104 
Gly Glu Asp Pro Xaa Gin Pro Arg Lys Tyr Lys Lys Xaa Lys Xaa Glu 
-60 -55 -50 

CTA CAG GGT GAT KGG CCT CCC AGT TCT CCC ACT hP^T GAT CCT ACC GTG 152 
Leu Gin Gly Asp Xaa Pro Pro Ser Ser Pro Thr Asn Asp Pro Thr Va 1 
-45 -40 -35 

AAA TAT GAG ACT CAG CCA CGG TTT ATC ACA GCC ACT GGA GGC ACC CTG 2 00 
Lys Tyr Glu Thr Gin Pro Arg Phe He Tnr Ala Thr Gly Gly Thr Leu 
-30 -25 -20 

CAC ATG TAT CAG TTG GAA GGG CTG AAC TG3 CTA CGC TTC TCC TGG GCC 24 8 
His Met Tyr Glr. Leu Glu Gly Leu Asn Tro Leu Arg Fhe Ser Tro Ala 
"15 -10 -5 

CAG GGC ACT K^^C GGG 2 63 

Gin Gly Thr Xaa Gly 
1 ' 5 



(2) INFORMATION FOR SEQ ID NO: 166: 

CD SEQUENCE CHARACTERISTICS: 

'.-.) LENGTH: 372 base pairs 
(3) TYPE: NUCLEIC ACID 
■:C) STRANDEDKE3S: DOUBLE 
:D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(.-.} ORGANISM: Home Sapiens 
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(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

[A) NAME/KEY: sig_Feptide 

[B) LOCATION: 14 8.. 27 3 

;C} IDENTIFICATION METHOa: Von lleizne natrix 
[D) OTHER INFORMATION: score 3.7 

seq LLGCLQTCWL03G/RA. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 166: 



ACCAATTTTG TAGTTATCT3 ATCTGAAGGA AGATGTGTGT GGAGGTGTTT AGiGATGTTT 60 

TCCGATGACC GTGATTCCCC CTAAATCTAC GTATTAAATA l:aATGGAACA GGATCCACAG 120 

TTCACCCCTA ATAATATAGT TTACTGA ATG TTT TAT GTA GCT ATG ACT AAA ACT 174 

Met Phe Tyr Val Aia Met Thr Lys Thr 
-40 -35 

CAC AAA AGG ATC AGA AGC CTC TGT AAC ATC CAC CAT GGT TTG TTC CAG 222 
His Lys Arg He Arg Ser Leu Cys Asn He Hi^ His Gly Leu Phe Gin 
-30 -25 -20 

TTT ACT CAG CAG CTC CTG GGC TGT CTT CAG TGC TGT TGG CTG CAA TCA 270 
Phe Thr Gin Gin Leu Leu Gly Cys Leu Gin Cys ::v^=; Trp Leu Gin Ser 
-15 -10 ^ -5 

GGC AGA GCC CCA GCT ACC TAT TAC CTT GTG GAG AGT ATT GAA AAG TCA 318 
Gly Arg Ala Pro Aia Thr Tyr Tyr Leu Val Glu Ser He Glu Lys Ser 
15 10 15 

GCA CAT GGC TCT GTA TTA NGT ACT TAT GAT CAA ACT CAG ACT GGC ATA 36 6 
Ala His Gly Ser Val Leu Xaa Thr Tyr Asp Gin Thr Gin Thr Arg lie 
20 25 30 

GGC AGG 372 
Gly Arg 



(2) INTORMATION FOR SEQ ID NO: 167: 

[i] SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 343 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ill r^OLECULE TYPE: CDNA 

(vil ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(P) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_?eptide 
(3) LOCATION: 15 6.-337 

(C) IDENTIFICATION METHOD: Von He.jne matrix 

(D) OTHER INFORr^ATION: score 3 . 

seq XTCASXNPSQCLA/AF 
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(vi! SF.QUENCE DESCRIPTION: SZQ ID NO: Ic"^: 



ACAGAATCTT TAGGTGGGCC TGTTGGT3AG GTCACTTTTC CCTAJ\TCGTA TATTGCAGTT 60 

CCTGTAGATC CTATTCCAGT TCCCAGGACA TATTCC.^^:':.' T(;:;ACCTCCA GCC.AACTTTG 12 3 

AA2CCCTCAA GTTGTGTGCT GATGTGTTTC TA-AC.AAC ATG GTl^ TCA CCC A.AA GAT 175 

Met Val Sei Pxo Lys Asp 
-60 -55 

CTT OCT C7T GTG CTT TTG GAG GAG ATT AAA GTT CCC AGC TCC ATG ACT 22 5 
Lea Pro Leu Val Leu Leu: Gin Asp lie Lys Vai Pro Ser Ser t<ct Thr 
-50 -45 -40 

GGA TCA GAT GGT GGA AAC CCT CAT ATA GAA AG:.i AAT GAT CTC CCC AGA 271 
Gly Ser His Ala Gly Asn Pro His He Glu Ar:j Asn Asp Leu Pro Arq 
-35 -3C -25 

CAT GGT TCT CCT CAA TTT TTT ACA GGH HYG ACT TGT GCT TCT RCA AAC 319 
His Giy Ser Pro Gin Phe Phe Thr Giy Xaa Tar Cys Ala Ser Xaa Asa 
-20 -15 -10 

CCA TCT CAG TGT CTG GGA GCA TTT 34 3 

Pro Ser Gin Cys Leu Ala Ala Phe 
-5 1 



(2} INFORMATION FOR SEQ ID NO: 168: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 
(F) TISSUE TYPE: Prostate 

ii'A] FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION: 1 . . 45 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: sc:ore 3.6 

seq FXSLFCLYFSCFL/HI 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 163: 



ATG G.A.A TTT KTT TCT CTT TTG TGT 

Met Glu Phe Xaa Ser Leu Phe Cys 

- 1 5 - 1 CI 

ATT ATA TAT TTT KKC AGC TGT TTC 

He lie Tyr Phe Xaa Ser Cya Phe 



CTC TAG TTC AGC TGT TTC CTA CAT 
Lea Tyr Phe Ser Cys Phe Leu Hrs 
-5 1 

CTA TAC 7 3 

Leu Tyr 
10 
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:) INFORt<ATION rOR SEQ ID NO: 169: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 207 base pairs 
(3) TYPE: NUCLEIC ACID 
{O STRANDEDNESS; DOUBLE 
(D) TOPOLOGY: LINEAR 

(iL) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{:) TISSUE TYPE: Cancerous prc::tat.e 

(ix; FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 10 . .144 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 3.6 

seq ALLELIDSPECLS/KC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 



ACTGGGA.AG ATG GCG CTG CAC TTC CAG AGT TTG GCT G?J\ TTG GAA RTG TTA 
Met Ala Leu His Phe Gin Ser Leu Aia Glu Leu Glu Xaa Leu 
-45 -40 -35 



51 



TGT ACT CAT CTC TAC ATA GGG ACT GAT CTT ACA CAA AGA ATA GAG GCT 
Cys Thr His Leu Tyr lie Giy Thr Asp Leu Thr Gin Arg lie Glu Ala 

-30 -25 -20 



99 



GAG .^AJ^ GCA CTC TTG GAA CTT ATT GAC AGT C:.:A GA^ TGT CTC AGC AAG 
Glu Lys Ala Leu Leu Glu Leu lie Asp Ser Pro Glu Cys Leu Ser Lys 
-15 ' -10 * -5 ^ 1 



147 



TGT CA^ CTT TTA TTA GPJi CAA GGA ACA ACA TCC TAT GCT C.^VG CTC CTT 
Cys Giri Leu Leu Leu Glu Gin Giy T.^r Thr Ser Tyr Aia Gin Leu Leu 
5 10 15 



195 



GCA GCA ACC GKV 
Ala Ala Thr Xaa 

2 0 



2 07 



(2) INFORMATION FOR SEQ ID NO: 170: 

(i; SEQUENCE CHAEIACTERISTICS : 

(A) LENGTH: 418 base pairs 

(B) TYPE: NUCLEIC ACID 
(C; STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(iL) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Hon\o Sapiens 
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{F) TISSUE TYPE: Nornal prostaie 

(ix; FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 299-. 379 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFOEIMATION: score 3.6 

seq LTLLLITPSP3PL/1F 

fxi) SEQUENCE DESCRIPTION; SEQ ID NO; 170: 



ACCTTGGGCT CCAAATTCTA GCTCATAAAG ATGCAAGTKT TGCA.i^TTTCC TAT.VATGGT 6C 

TPJxGIKAAhGA GCAAGCTGTC CAGAGAGTGA GA^I^GTTTGA.^ AAGAGAGGT ^ ^TATA^^GAGAG 12 0 

/^-A^aTGATGTC CATTTGAGCC CCACCACGGA GGTTATGTGG TCCC.AAA.VGG .^TGATGGCC IBO 

AAGCAATTAA TTTTTCCTCC TAGTTCTTAG CTTGCTTCTG CATTGA^TGG GTTTAGACAA 24 0 

CTGGCATTTA GTCTGCATTA CACAAATAGA CACTAATTTA TTTGGAACA-\ GCAGCAAA 2 98 

ATG AGA ACT TTA TTT GGT GCA GTC AGG GCT CCA TTT AGT TCC CTC ACT 34 6 

Mot Arq Thr Leu Phe Gly Ala Val Arg Ala Pro Phc Ser Gor Leu Thr 
-25 -20 -15 

CTG CTT CTA ATC ACC CCT TCT CCC AGC CCT CTT CTA TTT GAT AGA GGT 3 94 

Leu Lej Leu lie Thr Pro Ser Pro Ser Pro Lea Leu Phe Aso Arg Gly 
-10 -5 1 " 5 

CTG TCC CTC AGA TCA GCA ATG TCG 418 
Lea Ser Leu Arg Ser Ala Met Ser 
10 



(?) rNFORMATION FOR SEQ I D NO : 171: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 238 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

<vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 107.. 229 

(C) IDENTIFICATION METHOD: Von Hei]ne marri:< 

(D) OTHER INFORCWION: score 3.6 

seq AVSSLIAVGTSHG/LA 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 171: 
ACACTCCTAT GATACTTCAT CTGTGGCAAG CTC.^.G.J\TAGT GGTGACAGGA Cr.V,CTT;^AA 



wo 99/06550 



131 



PCT/1B98/01232 



.V^GjAAGAAG AAJ\T7ACCTG ATTCTTTTTC ACTTCATGGA TCAGTT ATG CoC cat il': 

Met Arg His 
-40 

TCA "7T TTG ?AC GGA ATT TCT GCC GAG ATA GTG TCT GCA C-CT GAC AAA 163 
Ser Leu Leu Lys Gly lie Ser Ala Gin lie Val Ser Ala Aia Asp Lys 
-35 -30 -25 

GIA GAT GCT GCC TTG OCT ACA GCA ATT GCA GTA TCC ACT CTG ATA GCA 211 
Vai Asp Ala Gly Leu Pro Thr Ala lie Ala Val Ser S-r Le^ He Ala 
-20 -15 -10 

GTG GGT ACA TCT CAT GGA TTG GCT GGG 2 38 

Vdi Gly Thr Ser His Gly Leu Ala Gly 
-5 1 



(2) INFORMATION FOR SEQ I D NO : 172: 



{!) SEQUENCE CHARACTERISTICS: 

{A) LENGTH; 188 base pairs 
{B) TYPE: NUCLEIC ACID 
(CI STRANDEDNES3: DOUBLE 
(D) TOPOLOGY: LINEAR 



(li) MOLECULE TYPE: CDNA 



(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 



(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 
(S) LOCATION: 120., 164 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 

(D) OTHER INFORRATICN: score 3.5 

seq LSCFIFFYISSLC/GF 

(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 172: 



TGTG.AAGATG ACAGAGATCT AACTTCTGAG AGCAGAGGTG TCAAGTGACG GTCCCCTTGG 60 

AGG.AATGGTC TTTGCATCTG ACTACTTCCT TCTGCAACTG TGTTCTTCCA TTAGCTTCC 119 

ATG ACA CTC TCC TGC TTT ATT TTT TTC TAC ATC TCT AGC CTT TGC TGT 167 

Met rhr Leu Ser Cys Phe lie Phe Phe Tyr lie Ser Ser Leu Cys Cys 
-15 -10 -5 1 



TTC CTC TCC TAC CCC ACC AGG 
Pr.e Leu Ser Tyr Pro Thr Arg 
5 



188 



INFORMATION FOR SEQ ID NO: 17 3: 

(i) SEQUENCE CHARA.CTERISTICS : 

(A) LENGTH; 168 base pairs 
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(E) TYPE: NUCLEIC ACID 
■;C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

:vi) ORIGINAL SOURCE: 

;A} ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

;ix} FEAT 'J RE: 

(A) N.AME/KEY: sig_peptide 

(B) LOCATION: 23. .72 

(C) IDENTIFICATION MSTHOD: Von Hei-ne mitriK 

(D) OTHER INFORMATION: score 3.5 ' 

seq LCFLLPHHRLQr::A/RC) 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 173: 



ATAGATCAGT GACGTCTTTT TCTTCAG ATG ATC CTA TGT TTC CTT CTT CCT CAT 5 4 

Met lie Leu Cys Phe Leu Leu Pro His 
-15 -10 

CAT CGT CTT CAG GAA GCC AGA CAG ATT CAA GTA TTG AAG ATG C7G CCA 102 
His Arg Leu Gin Glu Ala Arg Gin lie Gin Val Leu Lyr^ Kf^t Leu Pro 
-5 1 5 10 

AGO GAA AAA TTA AGR AGA AGR AGA AGA GAG AAA ACA AAT AA.^ TGG GAA 150 
Arq Glu Lys Leu Arg Arg Arg Arg Arg Glu Lys Thr Asn Lys Trp Glu 
15 20 ^ 25 

A?S^ AGA AAG GCC AGC GGG 168 
Ly5 Arg Lys Gly Ser Gly 
30 



(2} INFORMATION FOR SEQ ID NO: 174: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 135 base pairs 

[B) TYPE: NUCLEIC ACID 

[C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE; CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IK) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 64 . . 105 

CC) IDENTIFICATION METHOD: Von Heijn- natrix 
(D) OTHER INFORMATION: score 3.5 

seq FSLFALNMPLGrC/VY 

(xi: SEQUENCE DESCRIPTION: SEQ ID NO: 174: 
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T 'TArrTTA.^ C:::AT:JTTTTA CTATTTTTAG AAGGAA^CTA GCTTTAGTAG TGGGTTGC'CC 60 

TGT ATG TTT TCT CTT TTT GCT CTT AAT ATG CCA TTG GGT TTT TGT GTG lOS 

Ket Ptie Ser Leu Phe Ala Leu Asn Met Pro Leu Gly Phe Cys Val 

-10 -5 1 

TAT GTG ATT TTC AAA ATT CAT GAC TGG 135 

Tvr Val lie Phe Lys lie His Asp Trp 

5 10 



I^:FCRHATION FOR SEQ I D NO : 175: 

t^} SEQUENCE CHARACTERISTICS ; 

LENGTH; 303 base pairs 
TYPE: NUCLEIC ACID 
STEIANDEDNESS: DOUBLE 
TOPOLOGY: LINEAR 



(II) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(Bj LOCATION: 163. .255 

{C; IDENTIFICATION METHOD: Von Heijr.e natrix 
(D) OTHER INFORMATION: score 3.5 

seq SVWGVLPPPACSA/DL 

(XI f SEQUENCE DESCRIPTION: SEQ ID NO: 175: 



ATTTGATTTT AGTCAGGGTG TAAGAATATG TATTATTGTT CCCAAAAAAA TCTGTGT.A^A 60 

AACTTCATAG TGTGAAACAG TGGCAACTG3 KTGATTAAAA CATCATTTAG ^^J^^^GACACT 120 

CT-TCCCTGTT TTGA.i\ATTGA CTCCTCAAAA GGACAGCTGA AC ATG GCC TCT TCT 174 

Met Ala Ser Ser 
-30 

CCA GGT GTC GCC ATG CAC TCC CTC TGG GCC ACC ATA CAC ACT TCT GTG 222 
Pre Gly Val Ala Met His Ser Le-j Trp Ala Thr He His Thr Ser Val 
-25 -20 -15 

TGC; C;GC GTG CTC CCA CCT CCA GCC TGC TCA GCT GAT CTT TTG TTC AGC 270 
Trp Gly Val Leu Pro Pro Pro Ala Cys 3sr Ala Asp Leu Leu Phe Ser 
^ -10 -5 ^ 1 5 



AAT GCC TGT CTA CTT CCC CAT GAG ATC CAC CTG 
Asr. Ala Cys Leu Leu Pro His Glu lie His Leu 
10 15 



3 0 ,3 



[2) INFORMATION FOR SEQ TD NO: 17 6: 
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( 1 ) SEQUXNCE CHARACTERISTICS : 

(A) LENGTH: 317 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 3TRANDEDNE3S: DOUBLE 
;D) TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE: CDNA 

[VI) ORICIMAL SOURCH:: 

;A) ORGANISM: Homo Sapiens 
;F> tissue: TYFE: prostate 

(ix) FEATURE: 

;A) NAME/KEY: sig_peptide 
;B) LOCATION: 60 . . 194 

.;C) IDENTIFICATION METHOD: Von Hcijne matrix 
;D) OTHER INFORMATION: score 3.5 

seq LPRLLSLSQHSES/w: 

;xi) sequence: description: seq ID NO: 176: 



AGAGTTTCCG GTCTGGGCTT TGGCGGGTCT GGTTTGAAGC TCTCCTGTTT GAGG^W.GT 5 9 

ATG TCT CAG GA^v GGT GCG GTC CCA GCT AGC GCG GTT CCC CTG GAA GA^v 107 

Met Ser Gin Glu Gly Ala Val Pro Ala Ser Ala Val Pro Leu Glu Glu 
-45 -40 -35 -30 

TTA AGT AGC TGG CCA GAG GAG CTA TGC CGC CGG GAA CTG CCG TCC GTC 155 

Lea Ser Ser Trp Pro Glu Glu Lea Cys Arg Arg Glu Leu Pro Ser Val 
-25 -20 -15 

CTG CCC CGA CTC CTC TCA TTG TCT CAA CAT TCT GAA AGT TGG AT? GAG 203 

Leu Pro Arg Leu Leu Ser Leu Ser Gin His Ser Glu Scr Tro He Glu 
-10 -5 1 

CAT ATT CAA ATT TTG AAA ATT ATT GTA GAA ATG TTT TTA CCT CAT ATG 251 

His lie Gin He Leu Lys He He Val Glu Met Phe Leu Pro His Met 
5 10 15 

AAC CAC CTG ACA TTG GAA CAG ACT TTC TTT TCA CAA GTG TTA CCA A^^G 299 

Asn Hi-s Leu Thr Leu Glu Gin Thr Phe Phe Ser Gin Val Leu Pro Lys 
20 25 30 35 

ACT GTG .AAA TTA TTC GAT 3^7 
Thr Val Lys Leu Phe Asp 
4 0 



[2) INFORMATION FOR SEQ ID NO: 177: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 370 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 
(vii ORIGINAL SOURCE: 
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(A) C;i\uANISM; Hcmo ;.5apiens 

(t) 7r.;S[)F, TYPE: Cancerous prostate 

(ix} FSATURS: 

(A) NAME/ KEY: siq_peptide 
(5) LCCATION: 254.. 361 

(C) IDENTIFICATION METHOD: Von Heijne nanrix 
C?) OTHER INEORriATIOW: score 3.5 

seq AA\/VFAVVLS:HA/TV 

(xi) SEUUEN'CE DESCRIPTION: SEQ ID NO: 177; 



AGTAACTGTG AGGAAGGCTG CAGAGTGGCG ACGTCTACGC CGTAGGTTGG AGGCTGTGGG 5 J 

GGGTGGCCGG GCGCCAGCTC CCAGGCCGCA GAAGTGACCT GCGGTGGAGT TCCCTCCTCG L20 

CTGCTGGAGA ACGGAAGGGA ARAAGGTTSC TGGCCGGGTG AA.AGTGCCTC CCTCTGCTTG 190 

ACGGGGCTGA GGGGCCCGAA GTCTAGGGCG TCCGTAGTCG CCCCGGCCTC CGTGAAGCCC 24 3 

CAGGTCTAGA GAT ATG ACC CGA GAG TGC CCA TCT CCG GCC CCG GGG CCT 28 9 

Met Thr Arg Glu Cys Pro Ser Pro Ala Pro Gly Pro 

-35 -30 -25 

GGG GCT CCG CTG AGT GGA TCG GTG CTG GCA GAG GCC GCA GTA GTG TTT 33/ 
Gly Ala Pro Lgu Ser Gly Ser Val Leu Ala Glu Ala Ala Val Val Phe 

-20 -15 -10 

GCA GTG GTG CTG AGC ATC CAC GCA ACC GTA TGG 37 0 
Ala Vai Val Leu Ser lie His Ala Thr Val Trp 

-5 1 



12) IKFORMATIOM FOR SEQ ID NO: 173: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 470 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(E) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NA-ME/KEY: other 

(3) LOCATION: 369.. 470 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 92 

region 2 . .103 
id ;iJ\059664 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(3) LOCATION: 216. .263 
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IDL-NI'IKICATIOM METHOD: Von Hei^ne tuaitix 
;L;) OYHKH INFORMATION: score 14.8 

seq LL>WALLLGLAQA/CP 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 17 3: 

.^AGTGGATGG TTCCAGGCAC CCTGTCTGGG GCAGGGAGGG CACAGGCCTG CACATCGrVvi; .] 

GTGGGGTGGC ACCAGGCTGC CCCTCGCCCG AGCATCCAAG TCCTCCCTTG GGCCCCCGTC 12: 

GCCCTGGCAG ACTCTCAGGG CGAA.GGTCCT CTGTTGCTTT TTGGTTCCAC CTTAGAAGA:; 13 j 

GCTCGCTTGA CT,AA.GAGTAG CTTGA.^iGGAG GCACC ATG CAG GAG CTG CAT CTG 233 

Met Glr^ Glu Leu His Leu 
-15 



CTC TGG TGG GCG CT? CTC CTG GGC CTG GCT CAG GCC TGC CCT GAG CCG 
Leu Trp Trp Ala Leu Lou Leu Gly Leu Ala Gin Ala Cvs Pro GIj Pre 
-10 -5 \ 



CTG AGC CTG TCA GGC A,AC CGG CTG CCA GGC TTG CCG GAR GGT GCC TTC 
Leu Ser Leu Ser Al^ Asn Arg Leu Pro Gly Leu Pro Glu Gly Ala Phe 
40 45 50 



2B1 



TGC GAG TGT GGG G.AA AAG TAT GGC TTC CAG ATC GCC GAG TG7 GCC TAG 32 9 

Cys Asp Cys Gly Glu Lys Tyr Gly Phe Gin lie Ala Asp Cys Ala Tvr 
^ 10 15 ' 20 

CGC GAC CTA GA.A TCC GTG CCG CCT GGC TTC CCG GCC AAT GTG ACT ACA 377 
Arg Asp Leu Glu Ser Val Pro Pro Gly Phe Pro Ala Asn Val Thr Th- 
25 30 35 



42: 



AGG GAG GTG CCC CTG CTG CAG ICG CTG TGG CTG GCA CAC A.AT GAG 4 7C 

Arg Glu Val Pre Leu Leu Gin Ser Leu Trp Leu Ala His Asn Glu 
55 60 65 



(2) INFORMATION FOR SEQ ID NO: 17 9: 

H) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 331 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii] MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



FEATURE : 

(A) N.VIE/KEY: other 

(B) LOCATION: 69. .328 

(C; IDENTIFICATION METHOD: blastn 
([)) OTHER INFORMATION: identity 9 5 

region 1 . .260 
Id H56534 
est 
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(ix) TEAT 'J RE: 

;A) name /KEY: siq_pepcide 
(3) LOCATION: 14.. 67 

(CI IDENTIFICATION I^ETHOD: Von Heijne matrix 
;D) other INFORMATION: score 13.5 

seq LLLLALCATGAQG/LY 

[xi] SrgiiENCE DESCRI ['TION : SEQ ID NO: 179: 



CTCTCTCCGG GCG ATG GGG CGG GAG GCC CTG CTG CTT CTC GCG CTG TGC 4 9 

Met Gly Ai q Gin Ala Leu Leu Leu Leu Ala Leu Cy^ 
-15 -10 

GCC ACA GGC GCC CAG GGG CTC TAC TTC CAC ATC GGC GAG ACC GAG PJ^G 9 7 

Ala Thr Gly Ala Gin Gly Lou Tyr Phe His He Giy Glu Thr Glu Lys 

1 5 10 

CGC TGT TTC ATC GAG GAA ATC CCC GAC GAG ACC ATG GTC ATC GGC A/^vC 145 
Arc Cys Phe He Glu Glu He Pro Asp Glu Thr Met Val lie Gly Asn 
15 20 25 

TAT CGT ACC CAG ATG TGG GAT AA.G CAG AAG GAG GTC TTC CTC CCC TCG 193 
Tyr Arg Thr Gin Met Trp Asp Lys Gin Lys Glu Val Phe Leu Pro Ser 
30 35 40 

ACC CCT GGC CTG GGC ATG CAC GTG GA.A GTG AAG GAC CCC GAC GGC AJ\G 24 1 

Thr Pro Gly Leu Giy Met His Val Glu Val Lys Asp Pro Asp Gly Lys 
45 50 55 

GTG GTG CTG TCC CGG CAG TAC GGC TCG GAG GGC CGC TTC ACG TTC ACC 28 9 
Val Val Leu Ser Arg Gin Tyr Gly Ser Glu Gly Arg Phe Thr Phe Thr 
60 65 70 

TCC CAC ABN K3G GGT GAC CAT CA.^ ATC TGT CTG CAC TGC GGG 3 31 

Ser His Xaa Xaa Gly Asp His Gin He Cys Leu His Cys Giy 
75 80 B5 



(2) INFORMATION FOR SEQ ID NO: 180: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 195 base pairs 

(B) TYPE: NUCLEIC ACID 
{C) STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(^^i] ORIGINAL SOURCE: 

(A) ORGANISM: Horr^o Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 90. . 12 9 
(C; IDENTIFICATION METHOD: biast.n. 
(D; OTHER INFORMATION: identity ICO 

region 1 , .40 
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Id PJ\13 4 72 5 
est 



(ix) FEATURE: 

(A) t^lE/KEY: other 

(B) LOCATION: 157 .. 195 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORt^ATION: identity 100 

region 66 . .104 
id AA13472& 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 124 156 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 34 . . 66 
id AA134726 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 107 . .195 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 8 9 
id R17226 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 76.. 138 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORI'lATION: score 12.7 

seq ILFLLSWSGPLQG/QQ 

(Xi) SEQUENCE DESCRIPTION; SEQ ID NO: 190: 



AAGCTAACCC TCGGGCTTGA GGGGA.AGAGG CTGACTGTAC GTTCCTTCTA CTCTGGCACC 60 

ACTCTCCAGG CTGCC ATG GGG CCC AGC ACC OCT CTC CTC ATC TTG TTC CTT 111 
Met Gly Pro Ser Thr Pro Leu Leu lie Leu Phe Leu 
-20 -15 -10 

TTG TCA TGG TCG GGA CCC CTC CAA GGA CAG CAG CAC CAC CTT GTG GAG 159 
Leu Ser Trp Ser Gly Pro Leu Gin Gly Gin Gin His His Leu Va^ Glu 

-5 : 5 

TAG ATG G.AA CGC CGA CTA GCT GCT TTA GAG GAA CGG 195 
Tyr Met Glu Aig Arg Leu Ala Ala Leu Glu Glu Arg 
10 15 



(2) INFORMATION FOR SEQ ID NO: 181: 

(i) SEQUENCE CHARACTERISTICS: 

;A) LENGTH: 352 base pairs 
!E) TYPE: NUCLEIC ACID 
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[O JTmi.NOFCN".^:S : DOUBLE 
.;n) T0PGL3CY: LI'JEA?. 

(ii) MOLECULE TYPE: CCNA 

(Vi) ORIGINAL SOLF.CE: 

(A) ORGAMISt^: Hono Sapiens 
:F) tissue TYPE: Prostate 

[ix] EEATURE: 

;A) name /KEY: other 
;B) LOCATION: 313. .34 9 
;C) IDENTIFICATION METHOD: blasla 
;D) other INFORMATIOM: identxty 97 

region 7 . . '13 
id T67245 
est 

(ix) FEATURE: 

(A) NAI-^iE/KEY; sig peptide 

[B) LOCATION: 1.9. .19^ 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 

[D) OTHER INFORMATION: score 8.3 

seq LLLLCPLSRGCCP/LL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131: 



ACGTTACCTT TGGGTGGTGG TTTTCATTCC TGTGCCGCCT GCTTCTGGGC CAGTGATCCA 60 

GGTGTCTGGT GACCACCCGG GCACAGCTGC TTGGCTGCTG TGGGCACCTC AGCTTCCC 113 

ATG TCC TGT AGG GAA CTC ACC C.AC CGG CCT TGC TCT CCA CAC CTC TTA 166 
Met Ser Cys Arg Glu Lej Thr h:is Arg Pro Cys Ser Pro His Leu Leu 
-25 -20 -15 

CTC CTG TGT CCC CTT TCT CCG GGA TGC TGC CCC CTC CTG CTG TCC KGT 21^ 
Leu Leu Cys ?ro Leu Ser Arg Gly Cys Cv-s Pro Leu Leu Leu Ser Xaa 
-10 -5 ' 1 5 

CCY CTG TWA GGG GTG AJ^T CTT GAA TCC ATC TTA TCT CTT ACT CTC CCT 2 62 
Pro Leu Xaa Giy Val Asn Leu Glu Ser lie Leu Ser Leu Thr Leu Pro 
10 15 2D 

CCC TCT CCC AGC TCA GTG GGG CTC TCA CCC TCT GTG ACC CAS CTC ACA 310 
Pro Ser Pro Ser Ser Val Gly Leu Ser Pro Ser Val Thr Xaa Leu Thr 
25 30 35 

ACT TCA CCT GTT TCA TTG CAC TTT GCA TCC CMC CTC GCC GGG 35 2 

Thr Ser Pro Val Ser Leu His Phe Ala Ser Xaa Leu Ala Gly 
40 45 50 



!2) INFORMATION FOR SEQ ID NO: 1B2: 

( 1 :■ SEQUENCE CHARA.CTERISTICS : 

(A: LENGTH: 44 7 oase pairs 
(3) TYPE: NUCLEIC ACID 
(CI STRAKDEDNE33 : DOUBLE 
(D) TO PC LOGY: LIMEAR 
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NCLSCULE TYPE: CDNA 

J'^i) ORIGINAL SOURC-- 

fA) ORGANISM: "Homo Saoiens 
TISSUE TYP^- No^-^ r 

W^^^mdi prostate 

Ux) FEATURE: 

:A) NAME/KEY: other 

ta) LOCATION: 113 ^n^ 

IC) IDENTIFICATION METHOD- .1 . 

OTHER mrORMATION -..^r^^^^, 

recion ?1 . .26^ 
icj .43378^ 

I'iX) FEATURE; 

tA) NAME/KEY: other 
f3! LOCATION; 42.. Hi 

IDENTIFICATION M^-THOP- .1 

region 1 . . 70 
ici H33784 
est. 

fix) FEATURE; 

fA) NAME/KEY: oChier 

f3) LOCATION: 378. 414 

fC) IDENTIFICATION METHOD- bl.-^^ 

OTHER INFOR..^TION;"'Lntur9. 

region 346. . 382 

Id HB3784 

est 

fix) FEATURE: 

(A) NAME/KEY: othe- 

(3) LOCATION: 305. 340 

(C) IDENTIFICATION METHOD- Ki 

regioa 264 . ,299 
■i-d H337e4 

(ix) FEATURE: 

(A) NAME/KEY; other 

(3) LOCATION: 250. 35o 

fC) IDENTIFICATION METhcd • 

f^) OTHER Tueom.,Z 'l,J^:ir^^ 

region 2 . . 102 
id W32197 
est 

(i:<J FEATURE: 

f-) NAME/KEY: other 

;3) LOCATION; 392. ^49 

(C) IDENTIFICATION vt^THOi^- 

i^egior. 142. .195 
id W32197 
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(!>:) FEATURE: 

(A) NAr<L;/KEY: Other 

(B) LOCATION: 349. . 390 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 100 . . 14 i 

id W32I97 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 3 97 . .449 
;C) IDENTIFICATION METHOD: blastn 
;D) other INFORMATION: identity iOO 

region 1 . . 53 
id W37255 
est 

(iK) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: 85, . 150 

(C) IDENTIFICATION METHOD: Von Heilne matrix 
[0] OTHER INFORMATION: score 8.5 

seq AALLLGLMMVVTG/DH 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 132: 



AACTTGTGTC CGGGTGGWRG ACTGGATTAG CTGCGGASCC TGGAAGCTGC CTGTCCTTCT 60 

CCCTGTGCTT AACCAGAGGT GCCC ATG GGT TGG ACA ATG AGG CTG GTC ACA 111 

Met Gly Trp Thr Met Arc Leu Val Thr 
-20 -15 

GCA GCA CTG TTA CTG GGT CTC ATG ATG GTG GTC hCT GGA GAC GAG GAT 159 
Ala Ala Leu Leu Leu Gly Leu Met Met Val Val Thr Gly Asd Glu Asp 
-10 -5 i 

GAG AAC AGC CCG TGT GCC CAT GAG GCC CTC TTG GAC GAG GAC ACC CTC 207 
Giu Asn Ger Pro Cys Ala His Glu Ala Leu Leu Asp Glu Asp Thr Lou 
5 10 15 

TTT TGC CAG GGC CTT GAA GTT TTC TAG CCA GAG TTG GGG AAC AT" GGC 2 55 
Phe Cys Gin Gly Leu Glu Val Phe Tyr Pro Glu Leu Gly Asr 11^ Gly 
20 25 30 35 

TGC A.^G GTT GTT CCT GAT TGT DAC AAC TAG AGA CAG PJ\G ATC ACC TCC 303 
Cys Lys Val Val Pro Asp Cys Xaa Asn Tyr Arg Gin Lys IIl- Thr Ser 
40 45 ^ 50 

TGG ATG GAG CCG ATA GTC AAG TTC CCG GGG GCC GTG GAC GCC GCA ACC 351 
Trp Met Glu Pro lie Val Lys Fhe Pro Gly Ala Val Asd Giv Ala Thr 
5 5 60 " (--'i 

TAT ATC CTG GTG ATG GTG GAT CCA GAT GCC CCT AGC AGA GCA G.AA CCC 3 99 

Tyr He Leu Val Met Val Asp Fro Asp Ala Fro Ser Arg Al - GLu Pru 
''O 75 30 

AGA CAG AGA TTC TGG AGA CAT TGG CTG GTA ACA GAT ATC A.A'"; CCC GCC 4 47 

Arg Gin Arg Pp.e Trp Arg His Tro Leu Val Thr Asp He Lv.^ Civ Ala 
55 90 95 ' ^ 



wo 99/06550 , PCT/1B98/01232 

142 



(2; INFORy.ATION FOR SZQ ID NO; 1B3: 

(1) SEQUENCE CHAR/vCTERISTICS : 

(A) LENGTH: 217 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE; CDNA 

(VI : ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix; :-e:ature:: 

(A) NAME/KEY: other 
(3) LOCATION; 125.. 182 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 6 . . 63 
id R19560 
est 

(IX! FEATURE: 

CA) NAME /KEY: other 

(B) LOCATION: 17 6.. 213 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORKATION: identity 92 

region 58 . .95 
id R18560 
est 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1^15.. 182 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFCRRATION: identity 100 

region 1 . . 38 
id R13364 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17 6.. 213 

(C) IDENTIFICATION METHOD: blastn 
(C) OTHER INFORMATION: identity 92 

region 33 . .70 
id R13Be^ 
est 

(IX } FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17G. .213 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 2 . . 39 
id HSC31E071 
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(ix) b'f:ATU:^R: 

( A ) NAME /KZ-i : si c_pep z i de 

(B) LOCATIOM: 11?/. 19C 

(C) IDEMTIFI::ATI0M method: Vcp. Heijne matrix 

(D) OTHER INFORMATION: score 7.3 

seq VHLLSLCSGKVYA/RM 

(:<i; SEQUENCE DESCRIPTION: S^Q ID NO: 183: 



ACTGGG.AGCC GCCTCCG7CG CCGCCGTCAG AGCCGCCCTA TCAGAGTTCC TACCANTTTG 6 J 

TGGTTCCAGC AGCTTCTGTT CCAGATTATC TT.\ACAJ\GAA AACCAACTGG AAA.AAA.AA US 

ATG AA.A TTC CTT ATC TTC GCA TTT TTC GGT GGT GTT CAC CTT TTA TCC I6o 
Met Lys Phe Leu He ?:ie Ala Phe ?he Gly Gly Val His Lgu I.ea Ser 
-20 -15 -10 

CTG TGC 7CT GGG AAA CTA TAT GCA AGA ATG GCA TOT C7A AGA GGA CTC 21 A 
Leu Cys Ser Gly Lys Val Tyr Ala Arg Met Ala Ser Leu Arg Gly Leu 
-5 1 5 



GGG 
Gly 



2i: 



(2} INFORMATION FOR SEQ ID NO: 18^: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 433 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STR-ANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hotro Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 13 9.. 36 1 

(C) IDEMTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 92 . .314 
id AJ\100852 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 360.. 434 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 100 

regicr. 314 .. 383 
id AA.100852 
est 

(ix) FEATURE; 
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(A) NAME /KEY: other 

(B) LOCATION : 139 . . 43'1 

(C) IDENTIFICATION HETHOD : olastn 

(D) OTHER INFORMATION: iccnticy ?3 

region ICO . . 395 
:n AA22434 7 

;ix) FEATURE: 

(A> MAME/KEY: other 

(B) LOCATION: 139 ,. 361 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 92 . .314 
Id A.C.16104 2 
est 

(ix) FEATURE: 

;A) NAME/KEY: Other 

(B) LOCATION: 36B..434 

(C) IDENTIFICATION METHOD: blistn 

(D) OTHER INFORM.AT:oN: identity 100 

region 323 , . 389 
id .^^M 6 104 2 



(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 139 . . 365 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 87 . .313 
Id H64 4 88 
est 

(ix) FEATURE: 

[A) NAME/KEY: other 

[B) LOCATION: 52.. 14 4 

[C) IDENTIFICATION METHOD: blastn 
[D} OTHER INFORMATION: identity 92 

region 1 . . 93 
Id H644 8 8 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17 1 . .396 

(C) IDENTIFICATION METHOD: blastn 
(C) OTHER INFORMATION: identity 100 

region 129 . .35^1 
ia AA088770 

C5t 

{ix) FEATURE: 

;A) N.AME/KEY: sig p'^ptide 
(3) LOCATION: 167 7.2 53 

(C) IDENTIFICATION METHOD: Von Heijne rn-.tr.x 

(D) OTHER INF0RM.4TI0>:: score 7.1 

seq LIFLCGAALLAVG/Iv; 



{y.i] SEO'JELCE DESCRIPTION: 3E0 ID NO; 18 4: 
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AAA.\.i\GCGCC TACCCTGCCT GCAGGTGA';:' AG'T'oGTGTGT GAGAGCCAGG CGTCCCTCTG 6 0 

CCTGGCCACT CAGTGGCAAC ACCCGGGAGG TG?T?TGTCC TTTGTGGAGC GTCAGCAGTT 12C 

CCCTC7TTCA GAACTYRVYK GCCAAGAGCG CTJ.-.ACACGA GCCACG ATG CAG TGC 175 

Met Gin Cys 

TTC AGC TTC ATT AAG ACC ATG ATG ATC TTC TTC AAT TTG CTC ATC TT7 22 "j 
Phe Ser Phe He Lys Thr Mat Mot I^e Leu ?he Asn Leu Leu He Phe 
-25 -20 -15 

CTG TGT GGT GGA GCC C7G TTG GCA GTf: 330 ATC TGG GTG TCA ATC GAT 27 1 

Leu Cys Gly Ala Ala Leu Leu Aln V.?.l Gly lie Trp Val Ser lie Asp 
-10 ^ -5 15 

GGG GCA TCC ITT CTG AAG ATC TTC GGG CCA CTG TCG TCC AGT GCC ATG 319 
Gly Ala Ser Phe Leu Lys He Fhe Gly Pro Leu Ser Sor Ser Ala Met 
10 15 20 

CAG TTT GTC AAC GTG GGC TAG TTC CTC A I'C GCA GCC GGC GTT GTG GTC 3 67 

Gin Phe Val Asn Vai Gly Tyr Phe Leu He Aia Aia Gly Val Vai Vai 
25 3D 35 

TTT GCT CTT GGT TTC CTG GGC TGC TAT GGT GCT AAG ACT GAG AGC AAG 4 15 
Ptie Ala Leu Gly Phe Leu Gly Cy^ Tyr Gly Ala Lys Thr Giu Ser Lys 
40 45 ' ^ 50 

TGT GCC CTC GTG ACG TTC 4 33 

Cy5 Ala Leu Val Thr Phe 
55 60 



(2) I>]rORMATIOM FOR 5EQ ID NO; 18 5: 

(i) sequence: CHARACTERISTICS : 

(A) LENGTH: 372 base pair3 

C3) TYPE: NUCLEIC ACIU 

[O 3TRANDEDNESS : DOUBLE 

[□) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Mono Sapiens 

(E) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAT-IE /KEY; other 

(B) LOCATION : 128 24 2 

(C) IDENTIFICATION METHOD; blastn 
;D) OTHER INrORMATION; identity 92 

region 1 . H 15 
id R58075 



(ix) FEATURE: 

(A) NAME/KEY: sig peptide 
(R) LOCATION: 2 2 0.\303 
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(C) IDENTIFICATION METH(Ji;: Vo:i Hei:jne natrix 

(D) OTHER INFORM^^TICN : score 6 . C. 

-seq Ib'SLLGrVATVTL/IP 

[Ki] SEQUEN1:E DESCRIPTION; 3EQ ID NO: 185: 



-^AGATACGCG GGTGCAGCGG GGCAGAACAT A3GTTGCCTT AGAGAGGTTC CCCGGAGTCC 50 

CGACGGCGGC TCAAGTCAGA GTTGCTGGGT TT7GCTCACA TTGGTGTGGG A.^GAGCCTGC 12 3 

CTGTGGGGAG CGGCCACTCC ATACTCCTGA GJCCTCAGGA CTGC7GCTCA GCTTGCCCGT 180 

TACCTG.iU\GA GGCGGCGGAS GGGCCCCTGA C^GGTCACC ATG TGG GCC TTC TCG 234 

Met Trp Aid Phe Ser 
-25 

GAA TTG CCC ATG CCG CTG CTG ATC A.kT ?TG ATC GTC TCG CTG CTG GGA 28 2 
Giu Leu Pro Met Pro Leu Leu He Asn Leu He Val Scr Leu Leu Gly 
-20 -15 -10 

TTT GTG GCC ACA GTC ACC CTC ATC Cc;; GCC TTC CGG GGC CAC TTC ATT 330 
Phe Val Ala Thr Val Thr Leu He Pro Ala Phe Arg Giy His Phe He 
-5 I 5 

GCT GCG CGC CTC TGT GGT CAG GAC CTC AAC AAA ACC AGC CAG 372 
A.la Ala Arg Leu Cys Gly Gin Asp Leu Asn Lys Thr Ser Gin 
10 15 20 



(2} INFORMATION FOR SEQ ID NO: 186: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 402 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal piostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 112. . 403 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 33. . 324 
id H97426 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 59. .295 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORE^_ATION : identity 93 

region 2 . .22? 
id W44g34 
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(ix) FE^^TURE: 

(A) NAME/KiY: otr.er 

(B) LOCATION: 10 6 . . : 5h 

(C:) [DENTIFICATION METHOD: blastn 
(D) OTHER INFORt<ATIOtJ; identity 96 

r eqion 4 . .5-1 
Id R57989 
est 

(ix) FEATURE: 

(A) NT^i-lE/KEY: other 
(3) LOCATION: 161.. 190 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORr^ATION : identity 93 

region 62 . . 9 1 
id R57939 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptidG 
(3) LOCATION: 14 8.. 2 04 

CO IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.3 

seq VLMB.LVAS.=lYSIA/OK 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 1B6; 



AGCTGAGGTA GGGATGCSAT CCTTCTGAAA AGACTTATTG ACAGTGCCAA AGCTSGGTAC 60 

TGGACACAAC GAGGGACCTG GGTCTACGAT A.^CGCGCTTK TGCTCCTCCT GAAGTGTCTT 120 

TGGTCCAACG TTGTTCCAGA GTGTACC ATG GCT TCC AGT A.=.C ACT GTG TTG ATG 17 4 

Met Ala Ser Ser Asn Thr Val Leu Met 
-15 

CGG TTG GTA GCC TCC GCA TAT TCT .^.TT GCT C.'^A AA.G GCA GGD ATG ATA 222 
Arq Leu Val Ala Ser Ala Tyr Ser lie Ala Gla Lys Ala Gly Met lie 
-10 -5 1 5 

GTC AGA CGT GTT ATT GCT GAA GGA GAG CTG GGT ATT GTG GAG ADG ACC 27 C 
Val Arg Arg Val He Ala GIu Gly Asp Leu Gly He Val Glu Xaa Thr 
10 15 20 

TGT GCA ACA GAC CTG CAG ACC AAA GCT GAC CGA TTG GCA CAG ATG AGN 3 1 fi 

Cys Ala Thr Asp Leu Gin Thr Lys Ala Asp Arg Leu Ala Gin Ket Xaa 
25 30 35 

ATA TGT TCT TCA TTG GCC CGG AAA TTG CCC A^A CTC ACA ATT ATA GGG 36 5 

He Cys Ser Ser Leu Ala Arg Lys Pne Pro Lys Leu Thr He He Gly 
40 45 50 

GAJ\ GAG GAT CTG CCT TCT RMG GAA GTG GAT CAA GAG 4C2 
Glu Glu Asp Leu Pro Ser Xaa Glu Val Asp Gin Glu 
55 60 65 



I M FORM"/: ION FC R SEQ ID NO : 1^1 : 
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(1) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 317 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 111.. 313 

(C) IDENTIFICATION KETHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 6 . .213 
id R18560 
est 



(ix) FEATURE; 

(A) NAME/ KEY: □■;:^er 
(3) LOCATION: 131.. 318 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 18 3 
id R13864 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 162 . . 318 

(C) IDENTIFICATION METHOD; blastn 

{D) OTHER INFORRATION: identity 9 9 

region 1 . . 157 
id HSCOiE0 7l 
est 

(IX) FEATURE: 

(A) NAME/KEY: otner 

(B) LOCATION: 207,. 315 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .112 
id AA016124 
est 



(IX) Fc:ATURE: 

(A) NAME/KEY: 5ig_peptide 
(3) LOCATION: 105.. 176 

[O IDENTIFICATION METHOD: Von Hei:]n5 matrix 
[D) OTHER INFORMATION: score 5.9 

seq VHLLSLCSGKAIC/KN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: IHV: 



■:^,TAAGGC? .AGGYCGCGAG CTTAGTCCTG GGAGCCGCCT CC^TCGCCGC CGTCAGAGCC 6C 
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GCCCTATrAG ATTATCTTAA CA^AGAAAACC AACTGGPAAA A?G ^Vi.A TTC C?T lit 

Met Lys Pl.e Leu 

ATC TTC GCA TIT TTC GGT GGT GTT CAC CTT TTA TCC CTG TGC TCT GGG 164 

He Phe Ala Phe Gly Gly Val His Leu Leu Ser Leu Cyj Scr Glv 

-20 -15 -10 -S 

AA„A GCT ATA TGC AAG AAT GGC ATC TCT AAG AGG ACT TTT f^AA GAA ATA 212 

Ly5 Ala He Cys Lys Asn Gly He Ser Lys Arg Thr Phe GLu Glu He 

1 5 11) 



AA-A GAA GA.A ATA GCC AGG TGT GGA GAT GTT GCT AA.^^ GCA ATC ATC .AAC 
Lys GLi: Glu He Ala Ser Cys Gly Asp Val Ala Lvs Ala II- He Asr: 
1^ 20 ' 25 



250 



CTA GCT GTT TAT GGT AAA GCC CAG AAC AGA TCC TAT GMC CCA TTG GCA 
Leu Ala Val Tyr Gly Lys Ala Gin Asn Arg Ser Tyr Xaa Arg Len Ala 
30 35 40 



308 



CTT CTG GTT 
Leu Leu Va. 
4 5 



317 



(2) INFORMATION FOR SEQ ID NO: 188: 



(i) SECUSNCE CHARACTERISTICS: 

(A) LENGTH: 4 99 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE; 

(A J ORGAHISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 160.. 4 01 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 59 . . 30C 
id H29377 
est 

(IX) FiiATURE: 

(A) NAI<E/KEY: other 
(3) LCCATION: 4 54.. 4 99 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 35 6 . .4 01 

id H25377 

est 



(i:<) rCATURE: 

(A) NAME/KEY: other 

;3) LOCATION: 13G . H7 9 

:Z) IDENTIFICATION METHOD: blastn 
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(u) OTHER :N?0E<MAT:0M: identity 9b 

region 35 . .19 
id H29377 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 39'^ . . 436 

;C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 297 . . 336 

id H29377 

est 

(ix) FEATURE: 

(A) MAME/KEY: other 

(B) LOCATION: 135 . .2 95 

[C) IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATION; identity 95 

region 293 . , 453 

id N28905 

est 

{ix) FEATURE: 

[A) NAME /KEY: other 

[B) LOCATION: 4 5.. 12 7 

;C) IDENTIFICATION METHOD: blastn 
[D] OTHER INFORMATION: identity 93 

region 4 . . 86 
id N28905 
est 

(IX) FEATURE: 

(A) MAME/KEY: other 
(3) LOCATION: 334.. 3 SB 

[C) IDENTIFICATION METHOD: blastn 
;D) OTHER INFORMATION: identity 94 

region 489 . .54 3 

id N28905 

est 

-(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 13 5.. 3 95 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOR^MATION: identity 97 

region 81 . .341 
Id Hn885 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 160.. 334 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 105 . . 329 

id H15231 

est 



(ix.) FEATURE: 

(A) NAM=:/KF/r': -.ther 
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(3) LOCATION: 13-. . ly 1 

(C) IDENTIFICATION MP-H03: biastn 

(D) OTHER INFORMri.TION: identify 93 

region 62 . . 127 
id H15231 
est 

{ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : 14 6. . 2 93 

(C) IDENTIFICAPION' HKTHOD: Von Hei:ine matrix 

(D) OTHER INFORMATION: score 5.9 

seq ALXVLPLLGLHEA/A3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 188: 

AACTTCCGGG TTCGGCAATA ACCTGGAGCC GGCGGCGTAG GTTGGCTCTT TAGGGCTTCA 6C 

CCCCGAAGCT CCACCTTCGC TCCCGTCTTT CTGGAAACAC CGCTTTGATC TCGGCGGTGC 12C 

GGGACAGACG CTAGTGTGAG CCNMC ATG GCA GAT ACG ACC CCG AAC GGC CCC 172 

Met Ala Asp Tr.r Thr Pro Asn Giy Pro 
-50 -45 

CA.^ GGG GCG GGC GCT GTG CAA. TTC ATG ATG ACC AAT AA.^ CTG GAC ACG 22C 
Gin Giy Ala Gly Ala Val Gin Phe Met Met Thr Asn Lys Leu Aso Thr 
-40 -35 -30 

GCA ATG TGG CTT TCT CGC TTG TTC ACA GTT TAC TGC TCT GCT CTG NNT 2 68 
Ala Met Trp Leu Ser Arg Leu Phe Thr Val Tyr Cys Ser Ala Leu Xaa 
-25 -20 -15 

GTT CTG CCT CT? CTT GGG TTG CAT GJ^A GCA GCA AGC TTT TAC CGT 316 

Val Leu Pro Leu Leu Gly Leu His Glu Ala Ala Ser Phe Tvr Gin Ara 
-10 -5 15 



GC? TTG CTG GCA A.AT GCT CTT ACC AGT GCT CTG AGG CTG CAT CI^A AGA 
Ala Leu Leu Ala Asn Ala Leu Thr Ser Ala Leu Arc Leu His Gin Arg 
10 15 ' 20 



364 



TTA CCA CAC TTC CAG TTA AGC AGA GCA TTC CTG GCC CAG GCT TTG TTA 4 12 
Leu Pro His Phe Gin Leu Ser Arg Ala Phe Leu Ala Gin Ala Leu Leu 
25 30 35 



GAG GAC AGC TGC CAC TAC CTG TTG TAT TCA CTC ATC TTT GTA AAT TCC 
Glu Asp Ser Cys His Tyr Leu Leu Tyr Ser Leu lie Phe Val Asn Ser 

40 45 50 



460 



TAT CCA GTT ACA ATG AGT ATC TTC CCA GTC TTG TTA TTC 499 
Tyr Pro Vai Thr Met Ser lie Phe Pro Val Leu Leu Phe 
55 60 65 



(2; INFORMATION FOR SEQ 10 NO: 139; 

(i) SEQUENCE CHAR.ACTERISTICS : 

(A) LENGTH: 219 base pairs 
(3) TYPE: NUCLEIC ACID 
;C) STRANDEDMRSS : DOUBLS 



v.o 99/06550 ,52 rCT/IB98/0I232 

(D) TOPOLOGY': LINEAR 



(11) MOLECULE TYPE: CDNA 



(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 



U:<1 tLATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 4 5. .221 

(C) IDENTIFICATION METHOD: biastn 
{D) OTHER INFORMATION: identity 9J 

region 1 . .177 
id HUMHBC4659 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
{B) LOCATION: 63.. 221 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 1S9 
id AA160569 
est 



{IX) FEATURE: 

lA) NAME/KEY: other 

(3) LOCATION: 124.. 159 

CC) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 97 . . 132 
id R8B362 
est 



{ix) FEATURE: 

(A) NA>1E/KEY: sig_peptide 
(3) LOCATION: 1. .72 

CO IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.5 

seq XVLVLSVVXXAT'IA/AF 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 189: 



ATG CGT TTC CGC CAT TTT TGM AAA TWA ATT GGG MAG GTA CTG GTT TTA 4 8 

t^t Arq ?he Arg His Phe Xaa Lys Xaa lie Gly Xaa Val Leu Val Leu 
-20 -15 -10 



ACT GTA GTT SCC GMC GCA ATG GCA GCC TTT GCA GTG SHA CCT CAG GGG 96 
Ser Val Val Xaa Xaa Ala Met Ala Ala Phe Ala Val Xaa Pro Gin Gly 
-5 1 5 



Cl'C GCG TTA S3M TCT GAA CCA MTG MTG CYG GGT TCA CCC ACA TCT CCA 14 ^5 
Pro Ala Leu Xaa Ser Glu Pro Xaa Xaa Xaa Gly Ser Pro Thr Ser Pro 
10 15 20 



^J:G CCA GGA GTT .AAT GCC CAG TTC TTA CCT GGA TTT TTA ATG GGG GMT 192 
Lys Pro Gly Val Asn Ala Gin Phe Lsu Pro Gly Phe Leu Met Gly Xaa 
25 30 35 4C 
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TTG CCA GCT CCG GTG ACT CCA CAA CCT 
Leu Pro Ala Pro Val Thr Pro Gin Pro 
45 



219 



{2) INrORMATIOW FOR SEQ ID NO: 190: 

(i) SEQQENCE CHARACTERISTICS: 

(A) LENGTH: 483 base pairs 
(E) TYPE: NUCLEIC ACID 
(CI STRANDEDNESS: DOUBLE 
[D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 105. . 414 

(Ct IDENTIFICATION METHOD: biastn 

{D) OTHER INFORMATION: identity 99 

region 1 . .310 
id T26956 
est 



(ix) FEATURE: 

(A) MAME/KEY: other 

(B) LOCATION: 4 5.. 35 9 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 1 . .315 
id T31666 
est 



(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: 202 . .332 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 137 . .267 
id R14990 
est 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 127 , . 201 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 63 , .137 
id R14990 
est 



(ix) FEATURE; 

(A) NAME/KEY: other 
(E) LOCATION : 65 . . 114 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 
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region 1 . . SO 
id R14990 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 1..120 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 5.2 

seq LCVEFASVASCDA/AV 

(xi) SEQUENCE DESCRIPTION': SEQ ID NO: 190: 



ATG GAG TTG GGG AGT TGC CTG GAG GGC GGG AGG GAG GCG GCG GAG GAA ^8 
Met Glu Leu Gly Ser Cys Leu Giu Gly Gly hrq Glu Ala Ala Gla Glu 
-40 -3S -30 -25 

GAG GGC GAG OCT GAG GTG AAA AAG CGG CGA CTT CTG TGT GTG GAG TTT 9 6 

Giu Gly Glu Pro Glu Vai Lys Lys Arg Arg Leu Leu Cys Val Glu Phe 
-20 -15 -10 

GCC TCG GTC GCA AGC TGC GAT GCC GCA GTG GCT CAG TGC TTC CTG GCC 1^4 
Ala Ser Val Ala Ser Cys Asp Ala Ala Val Ala Gin Cys Phe Lea Ala 
-5 15 

GAG A.AC GAC TGG GAG ATG GAA AGG GCT CTG AAC TCC TAG TTC GAG CCT 192 
Glu Asn Asp Trp Glu Met Glu Arg Ala Leu Asn Ser Tyr Phe Glu Pro 
10 15 20 

CCG GTG GAG GAG AGC GCC TTG GAA CGC CGA CCT GAA ACC ATC TCT GAG 24 0 
Pro Vai Glu Glu Ser Ala Leu Glu Arg Arg Pro Glu Thr He Ser Glu 
25 30 35 40 

CCC AAG ACC TAT GTT GAC CTA ACC AAT GAA GAA ACA ACT GAT TCC ACC 28 8 
Pro Lys Thr Tyr Val Asp Leu Thr Asn Glu Giu Thr Thr Asp Ser Thr 
45 50 55 

ACT TCT AA.A ATC AGC CCA TCT GAA GAT ACT CAG CAA GAA AAT GGC AGC 33 6 

Thr Ser Lys He Ser Pro Ser Glu Asp Thr Gin Gin Glu Asn Gly Ser 
60 65 70 

ATG TTC TCT CTC ATT ACC TGG AAT ATT GAT GGA TTA GAT CTA AAC AAT 3S4 
Met Phe Ser Leu lie Thr Trp Asn He Asp Gly Leu Asp Leu Asn Asn 
75 ^ 80 85 

CTG TCA GAG AGG GCT CGA GGG GTG TGT TCC TAC TTA GCT TTG TAG AGC 4 32 
Leu Ser Glu Arg Ala Arg Gly Val Cys Ser Tyr Leu Ala Leu Tyr Ser 
90 95 100 

CCA GAT GTG ATA TTT CTA CAG GAA GTT ATT CCC CCA TAT TAT AGC TAC 4 80 
Pro Asp Val He Phe Leu Gin Glu Vai He Pro Pro Tyr Tyr Ser Tyr 
105 110 115 120 

CTA 4 8 3 

Leu 



(2! INFORMATION FOR SEQ ID NO; 191: 



wo 99/06550 



155 



PCT/1B98/01232 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 444 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(?) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 182 . . 401 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 165 . . 384 

id W56608 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 45 . . 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMiATION : identity 98 

region 30 . .115 
id W56608 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 12 7.. 1 91 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 111. .17 5 

id W56608 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 40 1 44 6 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 3B5 , .430 

id W5660e 

est 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 311 .. 44 6 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 136 
id R17248 
est 



(ixl FEATURE: 

{?.) NAME/KEY: sig_peptide 
; 2) LOCATION : 13 . . 378 

[I) IDEMTIFICATIGN METHOD: Von Heijne matrix. 
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(D) OTHER INFORMATION: score 5 

seq RLVVVSV^^PQ3RA/SL 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 191: 



AGTGCGGCCG TC ATG GCG TCG CCC TTC AGC GGG GCG CTG CAG CTG ACG GAC 51 
Met Ala Ser Pro Phe Ser Gly Ala Leu Gin Leu Thr Asd 
-120 -115 -lio 



CTG GAT GAC TTC ATC GGG CCG TCT CAG GAG TGC ATC AAG CCT GTC AAA 
Leu Asp Asp Phe He Giy Pro Ser Gin Glu Cys lie Lys Pro Val Lys 
-105 -100 ' -95 



TTC TTT AAA 
Phe Phe Lys 
20 



99 



GTG GAA AAA AGG GCG GGA AGT GGC GTG GCC AAG ATT CGC ATT GAA GAT 14? 
Val Glu Lys Arg Ala Gly Ser Gly Val Ala Lys lie Arg He Glu Asp 
-90 -85 -80 

GAC GGG AGC TAG TTC CAA ATT A.^C CAA GAC GGC DGG ACC CGG AGG CTG 195 
Asp Giy Ser Tyr Phe Gin He Asn Gin Asp Gly Xaa Thr Arg A^g Leu 
-75 -70 -65 

GAG AAG GCC A_AG GTC TCG CTA AAC TAG TGC NWG GCG TGC AGC GGC TGC 24 3 
Glu Lys Ala Lys Val Ser Leu Asn Tyr Cys Xaa Ala Cys Ser Giy Cys 
-60 -55 -50 

ATC ACC TCC GCA GAG ACC GTG CTT ATC ACC CAG CAG AGC GAC GAG GAG 291 
He Thr Ser Ala Glu Thr Val Leu He Thr Gin Gin Ser His Glu Glu 
-45 -40 -35 -30 

CTG AAG AAG GTT CTA GAT GCT A.AC AAG ATG GCG GCA CCC AGT CAG CAG 33 9 
Leu Lys Lys Val Leu Asp Ala Asn Lys Met Ala Ala Pro Ser Gin Gin 
-25 -20 -15 

AGG CTG GTT GTA GTT TCG GTC TCA CCA CAG TCT AGA GCA TCG CTG GCT 387 
Arg Leu Val Val Val Ser Val Ser Pro Gin Ser Arg Ala Ser Leu Ala 
-10 -5 1 

GCA CGG TTT CAG CTG AAW CCT ACA GAT ACT GCC AGG AA.A TTA ACC TCA 4 35 

Ala Arg Phe Gin Leu Xaa Pro Thr Asp Thr Ala Arg Lys Leu Thr Ser 
5 10 15 



444 



(2) INFORMATION FOR SEQ ID NO: 192: 

{!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 335 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(r) TISSUE TYPE: Prostate 



wo 99/06550 



157 



PCTAB98/01232 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 4 4.. 97 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region L . . 5^ 
id H301I1 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 84 . .215 

(C} IDENTIFICATION METHOD: Von Hei;)ne matrix 
(D] OTHER INFORMATION: score 4.8 

seq SLVAELLLGAGSG/SH 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 192: 



ATACTTTCTG YAGYAGTCCT GGACCTCCTG TGCAAGAACA TGAAACACCT GTGGTTCATC 60 

CTCCTGCTGG TGGCAGCTCC GAG ATG GGT CCT GTC CCG ACT GCA GTT GCA GGG 113 

Met Giy Pro Val Pro Thr Ala Val Ala Gly 
-40 -35 

GCT GGC TCA CGA CTG GTA AAG CCC TCA CAG ACC CTG TCC CTC ACC TGC 161 
Ala Gly Ser Arg Leu Val lys Pro Ser Gin Thr Leu Ser Leu Thr Cys 
-30 -25 -20 

GCT GTC TCT GGT GGC TCA TTA GTA GCG GAA CTT GTT CTT GGA GCT GGA 20 9 
Ala Val Ser Giy Gly Ser Leu Val Ala Glu Leu Leu Leu Gly Ala Gly 
-15 -10 -5 

TCC GGC AGT CAC CTG GGA CGG GCC TGG AGT GGA TTG GGT TCA TCT ATT 257 
Ser Gly Ser His Leu Gly Arg Ala Trp Ser Gly Leu Gly Ser Ser He 
1 5 10 

ATA GAG GCA ATA GTG GGA GTA CTT CTT ACA ATC CGT CCC TCA AGA CTC 305 
He Glu Ala lie Val Gly Val Leu Leu Thr He Arg Pro Ser Arg Leu 
15 20 25 30 

GAG CCA CCA TAT CAC TGG ACA AGC CCC GCG 335 
Glu Pro Pro Tyr His Trp Thr Ser Pro Ala 
35 40 



(2] INFORMATION FOR SEQ ID NO: 193: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 391 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vii ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prosrace 
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(ix) FEATURE: 

(A) NAME/KEY: other 
{B) LOCATION: 222. . 359 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 33 . . 170 
id T50032 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 348 . . 393 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 160. .205 

id T50032 

est 



(ix) FEATURE: 

{A} NAME/KEY: other 

(B) LOCATION: 189. .229 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 4 1 
id T50O32 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 128. .196 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq QFILLGTTSVVTA/AL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 193: 



GACTGATTTC GAGTTTCCGG TCAGGTTAGG CCGGGGGGGT GCGGTCCTGG TCGGAAGGAG 60 

GTGGAGAGTC GGGGGTCACC AGGCCTATCC TTGGCGCCAC AGTCGGCCAC CGGGGCTCGC 120 

CGCCGTC ATG GAG AGO GGA GGG CGG CCC TCG CTG TGC CAG TTC ATC CTC 169 

Met Giu Ser Giy Gly Arg Pro Ser Leu Cys Gin Phe lie Leu 
-20 -15 -10 



CTG GGC ACC ACC TCT GTG GTC ACC GCC GCC CTG TAC TCC GTG TAC CGG 217 
Leu Giy Thr Thr Ser Vai Val Thr Ala Ala Leu Tyr Ser Val Tyr Arg 
-5 1 5 



CAG AAG GCC CGG GTC TCC CAA GAG CTC AAG GGA GCT AAA AAA GTT CAT 
Gir. Lys Ala Arg Val Ser Gin Glu Leu Lys Giy Ala Lys Lys Val His 
10 15 20 



265 



TTG GGT GAA GAT TTA AAG AGT ATT CTT TCA GAA GST CCA GGA AAA TGC 313 

Leu Gly Glu Asp Leu Lys Ser lie Leu Ser Glu Xaa Pro Gly Lys Cys 

25 30 35 

GTG CCT TAT GCT GTT ATA G.AA GGA GCT GTG CGG TCT GTT AAA GAA ACG 3 61 

Val Pro Tyr Ala Val lie Glu Gly Ala Val Arg Ser Val Lys Glu Thr 

4 0 4 5 50 ^55 
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CTT AAC AGC CAG TTT GTG GAA AAC TGC AAG 
Lea AsR Ser Gin Phe Val Giu Asn Cys Lys 
60 65 



391 



(2) INFORMATION FOR SEQ ID NO: 194: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 459 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 



Ilk) FEATURE: 

(A) NAME/KEY: other 
(B> LOCATION: 2G9. .342 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 2 . . 75 
id a33746 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 391 . .459 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORM.ZVTION: identity 94 

region 124 . .192 

id R33746 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 344 .. 391 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRilTION: identity 95 

region 78 . . 125 
id R33746 
est 



(ix) FEATURE: 

(A) NAME/KEY: si.g_peptide 

(B) LOCATION: 3 97.. 453 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D] OTHER INFORt-L^VTION: score 4.1 

seq lYIICFXLPPLFS/FN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 194: 



ATATATAAAT GTTTCATGTT ATTGG7TTTG TACCTAGTCC TTTGCATGGA TA.TATAGGTA 60 
CCTAATGA;iA ATCGAGGATC AGTGTATGAC AAATCTCCCA TCCTCCCCTT TCCTTATTGC 120 
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CTGTCTCCCC .^^^TAGGAACT AGAATAGTTG TGTGTTGT7T ACTTACTTG? ::TGTT?TAGA 160 

GAGATTTGTA TTTTTGGTAG GGGAATATTC TAATATGTTT TCATATCTT7 AT7TCATTTT 24 0 

GTAf^TCTTTT GCATGGCTAT GTAGGGACCT AATGAA.^GTC GAGTTTCA7A ATATGACAGC 3CD 

TCACDTCTTT TCCTACATAT TTCCTCAC7T AGCAGTAGCT WGNKv\GTTAT KITGTGGTTA 3 60 

TTT7ATTTCA 77C7CTAGGA TC7ATTCCAT TTGNKG ATG C.A\ G7G T:v:- A(;A TGC 41^ 

Met Gin Val Cys Arg Cys 
-15 

ATA GAT A7C ATT TGC TTC TWT CT? CCG CCA TTA TTT TCC TTT AAC 459 
lie ':yr lie lie Cys Phe Xaa Leu Pro Pro Leu Ftie Ser Pne Asr. 

-10 -5 1 



(2) I^'FORMATION FOR SEO ID NO: 195: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 193 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Hono Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 44.. 193 

!C) IDENTIFICATION METHOD: fasra 

CD) OTHER INFORMATION: identity 96.1 

region 1 . . 152 
id HSU78670 
vrt 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 112.. 193 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 90 . . 17 1 
id N41998 
est 



(IX) FF.^TURE: 

(A) NAME/KEY: other 

(B) LOCATION: 112.. 193 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

r aqion 95 . . 1 7 5 
Id H69272 
est 



(::-:} FEATURE 
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(A) NAMS/KEY: other 
(5) LOCATICN : 112 193 

(C) IDE^^TIFrCATICN METflOD: blastn 

(D) OTr.ZR IN^OR^LATION : identity 97 

region 39. . 120 
id N20619 
est 

(ix) FEATURE: 

(A} Umz/KEY: sig_peptide 

(E) LOCATION: -^..8 8 

to IDENTIFICATION METHOD: Von Hei]ne matrix 
[O OTHER INFORMATION: score 4.1 

seq QRLLLRFLASVI3/RK 

(xi) SEQUENCE DEI^CRI PTIGN : SEQ ID NO: 195: 



GGGAGGGCTA GGCTGTGCAT CCCTCCGCTC GCATTGCAGG GAG ATG GCT CAG CGA 

Met Ala Gin Arg 
-15 

CTT CTT CTG AGG TTC CTG GCC TCT GTC ATC TCC AGG AAG CCC TGT CAR 103 
Leu Leu Leu Arg Phc Leu Ala Ser Vai lie Ser Arg Lys Pro Ser Gin 
-10 ^5 1 5 

GGT CAG TGG GCC ACC CCT CAC TTC CAG AGC OCT GCA GAC CCC ACA ATG 151 
Giy Gin Trp Ala Thr Pro His Phe Gin Ser Pro Ala Asp Pro Thr Met 
10 15 20 

CAG TCC TGG TGG CCT GAC TGT AAC ACC CA.A CCC AGC CCG GAC 193 
Gin Ser Tro Trp Pro Asp Cys Asn Thr Gin Pro Ser Pro Asp 
25 30 35 



(2) INFORMATION FOR SEQ ID NO: 196: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 230 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 111.. 277 

(C) IDENTIFICATION METHOD: blastn 
(D! OTHER INFORMATION: identity 99 

region 3 . .169 
id AA.149704 
est 

(IX) FEATURE: 

(A) N.Ar-lE/KEY: 3ig_peptide 
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(B) LOCATION: 14 J.. 2 62 

(C) IDENTTFICATICK METHOD: Von Heijne matrix 
(0} OTHER INFORMATION: score 3.9 

seq FLKLITRPOPVLP/LL 

(xi) SEQUENCE DESCRIPTION: SEO ID NO: 196: 



;i.^GTCCTA3G AGCTGTGGAA AGAGTAGA/iG 1 GC::7GAAT' TGGTGCTG.^^A TCAATACAGC 60 

CAGOTGTGAG GGGAGCACTT CCTGGACCCA GGA.^VGGGAGA GTCTTCTTCC AAGGTCTGAA 12C 

TTTCCTGCTG CTGTTCACAA AG ATG CTT TTT ATC TTT AAC TTT TTG ITT TCC 17 2 

Met Leu Phe lie Pne Asn Phe Lgu Phe Ser 
-40 -35 

CCA CTT CCG ACC CCG GCG TTG ATC TGC ATC CTG ACA TTT GGA GCT GCC 22 0 
Pro Leu Pro Thr Pro Ala Leu lie Cyo lie Leu Thr Phe Gl.y Ala Ala 
-30 -25 -20 -15 

ATC TTC TTG TGG CTG ATC ACC AGA CCT CAA CCC GCC TTA OCT CTT CTT 268 
lie Phe Leu Tro Leu He Thr Arg Pre Gin Pro Val Leu Pro Leu Leu 
-10 -5 1 

GAC CTG AAC CKG 28 0 

Asp Leu Asn Xaa 
5 



(2) INFORMATION FOR SEQ ID NO: 197: 

(1} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 443 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



[Li) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Ho.t\o Sapierii^ 

(F) TISSUE TYPE: Hypertrophic prostate 

{ix) FEATURE: 

{A) NAME/KEY: other 

(B) LOCATION: 323.. 4^3 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: icentrty 100 

region 2 . .122 
id R84934 
est 



(i;<) FEATURE: 

(A) yimZ/KEY: other 

(B) LOCATION: 323. . 390 

(Ct IDENTIFICATION METHOD: biastr. 

(D) OTHER INFORMATION: identity 97 

reqion 1 . . 58 
id /ii\02037O 
est 
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(ix) FEATURE: 

:A) NAKE/KEY: other 
{B) LOCATION: 37 3. .4=33 

[C) IDENTIFICATION METHOC : ^lastn 

(D) OTHER INFORMATION: identity 92 

reqion 52 . .122 
iG .^^0208 7 0 

03t 

(IX) FEATURE: 

(A) NAME/KEY: other 

{B} LOCATION: complement ( 4 07 .. 4 38 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 42 . .73 
id A.M87 611 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepride 

(B) LOCATION : 2 97 4 34 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER IHFOPi^^vTION : score 3.9 

seq SHMLQLLPSKALC/LF 

(.^i) SEQUENCE DESCRIPTION: SEQ ID NO: 197: 



TTTGTGGGCT CCTCTTTGGG GTGACCACTG CTTTCAAAGC CATCTGCCAA GGCTCTCCAG 60 

GGCAGGACCT GACTGGTGGG GAATGAGTGT TCAGAZ^GCCT TGGGAGAGGC CAAAGAGCCA 120 

TTCTAGGATG RTCKGAGGAA AACCTTCCTG CAGAGGCCAG AAACCTTGAG CTTAGGTGCC 13 0 

TGGGGACCAG CTTCGACATT CTCTCCAGTT TCTGATTCTA ATTTTTGCCA CGTGTCACA.A 24 0 

CT7TTCC.AGT CTCTGAGAAG GTCCCAGVCT TTCTCAAATA TTCTGATTTT G.^AA^^^T ATG 2 99 

Met 

TAT CCA AAG TGG GAG GCC CCT GTG ACA TTT TGC CAA CTT AAA CGA GAA 34 7 

Tyr Pro Lys Trp GLu Ala Pro Val Thr Phe Cys Gin Lea Lys Arg Glu 
-45 -40 -35 -30 

.^AA GAC CCC CCG CAC CCG GCA CAC TCC CCC TTC CTC CAG CCC CGC TTC 3 95 
Lys Asp Pro Pro His Pro Ala His Ser Pro Phe Leu Gin Pro Arg Phe 
-25 -20 -15 

AGC CAC ATG CTC CAG CTG CTG CCC AG? PJ\A GCC CTG TGC CTT TTT TTC 4-13 
Ser His Met Leu Gin Leu Leu Pro Ser Lys Ala Leu Cys Leu Phe Phe 
-10 -5 1 



(2: INFORMATION FOR SEQ I D NO : 198: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 215 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDBDNEG3 : D0U3LE 

(D) TOPOLOGY: LINEAR 
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(ii) MOIEICULE TYP£: CDNA 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUS TYPE: Cancerous prostate 

(ix) FEATURE: 

;A) NAME/KEY: Other 

(B) LOCATION: 42 . . ISl 

(C) IDEMTIFICATIOM METHOD: blastn 

(D) OTHER INFORMATIOK; identity 95 

region 1 . . 1 10 
Id .A.A1215a5 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(B} LOCATION : 14 3 214 

(C) IDENTIFICATIOM METHOD: blastn 
{D) OTHER INFORRATIOK: identity 95 

region 101 . . 172 
id A.A121585 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 42.. 136 

(C! IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 95 
id AA100539 
est 

;i.x) FEATURE: 

(A] NAME/KEY: other 
(3j LOCATION: 143 214 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRATIOK: identity 95 

region 100 . . 171 
id .A.A100539 
est 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 3 5. . 167 

(C) IDENTIFICATION METHOD; Von Hei^ne matrix 

(D) OTHER INFORMATIOK: score 3.7 

seq LAERLGLFEELWA/AQ 

(XI } SEQUENCE DESCRIPTION: SEC I D : 198: 



ACTCTTTGAG GATGTAGGCA CTGGTGTG.AA GGA.AS ATG GCC CTG TAT CAG AGG 5 3 

Met: Ala Leu Tyr Gin Arg 
-40 

TGG CGG TGT CTC CGG CTC CAA GGT TTA CAG GCT TGC AGG CTA CAC ACG 101 
Trp Arc Cys Leu Arq Leu Gin Giy Leu Gin Ala Cys Arg Leu His Thr 
-35 -3C -25 
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GCA GTT GTt; Tc:(.; a::(: cc 

Ala Vai VaL Ser Thr Fr 
-20 



CCA CGC TGG TTG GCA GAG CGG CT? GGC CTT 
Pro Aiq Tip Leu Ala Glu Arg Leu Gly Leu 
-15 -10 



TTT GAG GAG CTG TGG GCT GOT GAG GTA AAG AGA TTA GCA AGC ATG GCA 
Pne Glu Glu Leu Trp Ai^ Ala Gin Vai Lys Arg Leu Ala Ser Met Ala 
-5 1 " 5 lU 



GAG AAG GAA. CCC GAG ACC 
Gin Lys Glu Pro Gin Thr 

15 



215 



(2) INPORMATIOW "OR SEQ ID NO: 199: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 33 base pairs 
(E) TYPE: NUCLEIC ACID 

(C) STRA.NDCDNr-:SS : DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii} MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Hono Sapiens 

CP) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAJ<E/KEY: other 

(B) LOCATION: 57 . .27 6 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOR.MATI0N: identity 95 

region 22 . .24 1 
id C16912 
est 

Cix) FEATURE: 

(A) NAME /KEY: Other 
CB) LOCATION: 172 . . 2G0 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 64 . .152 
id T68684 
est 

(ix) FEATURE: 

(A) NAF!l-:/KEY: other 

(B) LOCATION: 132.. 164 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 96 

region 26 . . 58 
id T68634 
est 

(ix] FEATURE: 

(A) NAME/KFY: sig peptide 

(B) LOCATION: 93 . . 16G 

(C) IDZNTIFICATICN METHOD; Von Heijne matrix 
(0) OTHER IKFORM.:\TION: score 13.8 

seq XGLLLFLLPGSLG/AE 
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(xi; SEQUENCE DESCRIPTION: SRQ ID ND: 1 5 : 



AoAGAGAGGA ACTGGGGTCT CCAGTCACGG GAGCCAGGAG CCGGCCAGGC CCCCAGSAGG 60 

A.AGGGAGCGA GGCTGAAGGG AACGTCGTCC TCTCAGC ATG CGG CTC CCG CGG CCT 115 

Met Gly Va 1 Pro Arg Pro 
-20 

GAG CCC TGG GCG STG GGG CTC CTG CTC T^T CTC CTT CCT GGG AGC CTG 163 
Gin Pro Trp Ala Xaa Gly Leu Leu Leu Phe Leu Le-. Piu Gly Ser Leu 
-15 -10 -5 

GCiC GCA GAA AGC CAC CTC TCC CTC CTG TAC CAC CTT ACC GCG GTG TCC 211 
Giy Ala Glu Ser His Leu Ser Leu Leu Tyr His Lee Thr Ala Val Ser 
15 10 15 

TCG CCT GCC CCG GGG ACT CCT GCC TTC TGG GTG TCC GGC TGG CTG GGC 25 9 
Ser Pro Ala Pro Gly Thr Pro Ala Phe Trp Val Ser iGly Trp Leu Gly 
20 25 ' 30 

CCG CAG CAG TAC CCG AGC CAK 280 
i^ro G_n Gin Tyr Pro Ser Xaa 
35 



(2) INFORMATION FOR SEQ ID NO: 200: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 354 base pairs 

(B} TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prosta-e 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2.. 24 9 

{C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity S'i 

region 5 . .252 
Id C18087 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 166.. 350 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 2 C . . 204 
Id .AA018305 
est 
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(A >:A.NE/KEY: other 

■ 3: LOCATION: 1S7 . . 350 

(C: IDENTIFICATION KETtlOD: blastn 

(D: other INFORRATION: Identity ^^5 

region 42 . .205 
id AA015592 
est 



lix; FEATUP.E: 

NAME/KEY: ether 
(3; LOCATION: 181.. 350 
iZ] lOENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION; identity 96 

reg ion 3 3. .202 
id AA0ia631 
est 



(ix) FEATURE; 

(A) NAME /KEY: other 
(3) lOCATION: 150.. 181 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 103 

region 1 . . 32 
id AA018631 
est 



!ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 15S..338 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 12 . . 1 92 
id R93954 
est 



(ix) FEATURE; 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: 28 . . 162 

(C) IDENTIFICATION METHOD: Von Heijne natrix 

(D) OTHER INFORMATION: score 13.4 

seq LVLALXLVSAALS/SV 

(xU ^;EQUENCE DESCRIPTION: SEQ ID NO; 200: 



AAGCGCAGGC TCCCAGCCGA GTCCGTT ATG GCC GCT GCC CTC CCG AAG AGG AT3 5^ 

Met Ala .Ala Ala Val Pro Lys Arg Met 
-45 -40 

AGG GGG CCA GCA CAA. GCG AAA CTG CTG CCC GGG TCG GCC ATC C.AA GCC 102 
Arg Gly ?ro Ala Gin Ala Lys Leu Leu Pro Gly 3er Ala He Gin Ale 
-35 -30 -25 



C7T GTG GGG CTG GCG CGG CCG CTG GTC TTG GCG CTC VTG CTT GTG TCC 150 

Leu Val Gly Leu Ala Arg Pro Leu Val Leu Ala Leu Xaa Leu Val Ser 

-2C -15 -10 -5 

GZC GCT CTA TOC ACT GTT GTA TCA CGG ACT GAT TCA CCG ACK: CCA ACC 193 

Ala Ala Leu Ser Ser Val Val Ser Arg Thr Asp Ser Pro Ser Pro Thr 

1 5 * IC 
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GTA CTC PiJ\C TCA CAT ATT TCT ACC CCA AAT t.T,^ AA'I TTA ACA CAT 2*16 

Val Leu Asn 3er His lie Ser Thr Tro Asn '^'-.l A-:r Ala Leu Thr His 
15 20 21; 

GAA AAC CAA ACC AAA OCT TCT ATT TCC C.AA ATC AGC ACC ACC CTC CCT 294 

Giu Asr. Gin Thr l.ys Pro Ser He Ser Gin lie S-- Tar TLr Leu Pro 

3C 3 5 '1C 

CCC AYR HCG AGT ACC AAG VNA AGT GGA GGA GCA TYT CTC CTC CCT CAT 34 2 

Pro Xaa Xaa 3sr Thr Lys Xaa Ser Gly Gly Ala Xa-i V^l Val Pre His 

45 50 55 60 

CCC ?CG CCA GGG 35 4 

t'ro Ser Pro Gly 



(2) INFORMATION FOR SEQ ID NO: 201: 

(i) SEQUSNCE CHARACTERISTICS: 

;A) LENGTH: 334 base pairs 

!B) TYPE: NUCLEIC ACID 

!C) STRANDEDNESS : DQURLE 

fC) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 170 . . 322 

{C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 36 

region 117 . . 269 
id HSC3DG011 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(E) LOCATION: 53.. 18 4 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRATION: rcentity 91 

region 1 . .132 
id HSC3DG011 
est 

(iX) FEATURE: 

;A) NAME/KEY: other 

(B) LOCATION: complement C H 7 2 0 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 337 ., 369 

id H41589 

est 

(i") FEATURE: 

(A) NAiYE/KEY: ?;ig_ peptide 
( :i) LOCATION: 13"?. .22 2 
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(C) IDENTIFICATION METHOD: Von Heij'ie matrix 
(D; other INFORM-I^TION: score 13 

seq LLLVLLLVTR.XRS/MP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 2j1: 



A.^TTTGTGCG GCGCTGGTCC CCTCAGAGGG T^CCTGCTGC T^CCGGTCCC TTGGACCCTC 60 

GCCCTCGCTT CSNGTTCTAC TGCCCCAGGA GCCCG3CGGG T':':GGGACTC CCGKCCGTGC 120 

CGGTGCGGGC GCCGGC ATG TGG CTG TGG GAG GAG CAG GGC GGC CTC CTG GGC 172 
Met Trp Leu Trp Glu Asp Gin Gly Gly Leu Leu Gly 
-25 -20 

CCT TTC TCC TTC CTG CTG CTA GTG CTG CTG CTG GTG ACG CGG ASG CGG 2 20 
Pro Phe Scr Phe Leu Leu Leu Val Leu Leu Leu Val Thr Arg Xaa Arg 
-15 -10 

TCA ATG CCT GCC TCC TCA CCG GCA GCC TCT TCG TTC TAG TGC GCG TCT 2 63 
Ser Met Pro Ala Ser Ser Pro Ala Ala Ser Sei ?:ie Tyr Cys Ala Ser 
1 5 10 15 

TCA GCT BTG AGC CGG TGC CCT CTT GCA CGG GCC TCC ACG TCC TCA AGC 316 
Ser Ala Xaa Ser Arg Cys Pro Leu Ala Gly Pro Cys Arg Cys Ser Ser 
20 25 30 

CCC GGG ACC GCA TTT CTG 334 
Pro Gly Thr Ala Phe Leu 
35 



(2) INFORMATION FOR SEQ ID NO; 202: 



(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 281 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STBANDEDNESS: DOUBLE 

(D) TOPOLOGY: LI^^EAR 



-(11) MOLECULE TYPE: CDNA 



(vi) 0RIGIN7VL SOURCE: 

(A) ORGANISM: Homo Sapiens 

IF) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(Al NAME/KEY: other 

(B) LOCATION: 24 . . 28C 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFCRRATION: identity 99 

region 28 . . 284 

id^R02745 

est 



;A) MAME/KEY: other 

:B) LOCATION: 3.. 17 5 

;C) IDENTIFICATION METHOD: blas-r 

(D) OTHER INFORMATION: identiry 98 
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region 6 . .17 9 

id"Tg4331 

est 



(Lxi FEATURE: 

(A) KAME/KEY: other 

(B) LOCATION: 17 2.. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATIOK: identity 95 

region 17 6. .234 

id T84331 

est 



(A) NAME/KEY; ether 
(3) LOCATION: 27.. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 103 

region 1 . .2 54 
id AA017512 
est 



l-x] ^^;:ATURE: 

(A) NAf-lE/KEY: ether 
(3) LOCATION: 27.. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .254 
id N95074 
est 



[ix] FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 173. .280 

(C) IDENTIFICATION METHOD: blastn 

[D] OTHER INFORMATION: identity 99 

region 14 6. .253 

id N75554 

est 



(ix; FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 6 5.. 151 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 4 0 . . 12 6 
id N75564 
est 



(ix) L-'EATURE; 

(A) NA.ME/KEY: other 
(3) LOCATION: 27 . . 66 

[C] IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 1 . . 40 
id N75564 
est 



(^:<l FEATURE: 

(A) NAME /KEY: sig_peptide 
(3; LOCATION: 3 6.. 119 



wo 99/06550 
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(.:;;■ identification method: Von Helens matrix 
(D; other INFORMATION: score 11.6 

seq llllvq:.le<flra/dg 

(xi' SEQUENCE DESCRIPTION: SEQ ID NO: 2C2: 



ATTTCrrCCC CCCGAGCTGG GCGTGCGCGG CCGCA ATG AAC TGG GAG CTG CTG 5 3 

Met Asn Trp Glu Leu Leu 
-25 

CTG TG3 CTG CTG GTG CTG TGC GCG CTG CTC CTG CTC TTG GTG CAG CTG 10 1 
Leu Tto LeL Leu Val Leu Cys Ala Leu Leu Leu Leu Leu Val (.In L.eu 
-2C -15 -10 

CTG CGC TTC CTG AGG GCT GAC GGC GAG CTG ACG CTA CTA TGG GCC GAG 14 9 
Leu Arg Phc Leu Arg Ala Asp Gly Asp Leu Thr Leu Leu Trp Aid Glu 
-5 1 5 10 

TGG CAG GGA CGA CGC CCA GAA TGG GAG CTG ACT GAT ATG GTG GTG TGG 197 
Trp Gin Gly Arg Arg Pro Glu Trp Glu Leu Thr Asp Met Val Val Trp 
15 20 25 

GTG ACT GGA GCC TCG AGT GGA ATT GGT GAG GAG CTG GCT TAC CAG T"G 24 5 
Val Thr Gly Ala Ser Ser Gly He Gly Glu Glu Leu Ala Tyr Gin Leu 
30 35 40 

TCT AJ^J\ CTA GGA GTT TGT CTT GTG CTG TCA GCC AGG 281 
Ser Lys Leu Gly Val Ser Leu Val Leu Ser Ala Arg 
45 50 



(2) INrORMATION FOR SEQ ID NO: 203: 

(i) SEOUENCE CHARACTERISTICS: 

(A) LENGTH: 34 4 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDKESS ; DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normai prostate 

( 1 X ) FEATURE : 

(A) NAME /KEY: other 

(B) LOCATION: 163 34 4 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 35 . .215 
id T866G3 
est 



(1:0 FEATURE: 

(A) NAME/KEY: other 

(E) LOCATION: 163.. 278 

(C; IDENTIFICATION METHOD: blastn 

■;D) OTHER INFORMATION: identity 97 
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reqi jn 4 3 . . 1 58 
id .z\.^^0 5 58 5O 

esz 

(ix) FEATURE: 

;A) name /KEY; sig_peptidc 

(B) LOCATION : 177 .. 236 

(C) IDENTIFICATION METHOD: Von Heijne ir.atrix 

(D) OTHER IHtORMATIOK: score 11.2 

seq AFLLLVALSYTLA/RD 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 203: 



AGAAGATA-^T CACTTGGGGA AAGGAAGGTT CGTTTCTGAG TTAGCAACAA GTAAA.TCCAG 60 

CACTAGTGGG TGGGATTGAG GTATGCCCTG GTGCATAAAT AGAGACTCAG CTGTGCTGGC 12[] 

ACACTCAGAA GCTT3GACCC CATCCTAGCC GCCGACTCAC ACAAGGCAGA GTTGCC ATG 17 9 

Met 
-20 

GAA AAA ATT CCA GTG TCA GCA TTC TTG CTC CTT GTG GCC CTC TCC TAG 22 ^ 

Giu Lvs lie Pro Val Sei Ala Phe Leu Leu Let: Val Ala Leu Scr Tyr 
-15 -10 -5 

ACT CTG GCC AGA GAT ACC ACA GTC AAA CCT GGA GCC AAA AAG GAC ACA 27 5 

Thr Leu Ala Arg Asp Thr Thr Val Lys Pro Gly Ala Lys Lys Asp Thr 
1 5 10 

AAG GAC TCT CGA CCC AAA CTG CCC CAG ACC CTC TCC AGA GGT TGG GGT 32 3 
Lys Asp Ser Arg Pro Lys Leu Pro Gin Thr Leu Ser Arg Gly Trp Gly 
15 20 25 

GAC CAA CTC ATC TGG ACA CGG 34 4 

Asp Gin Leu lie Trp Thr Arg 
30 35 



(2) INFOR.MATION FOR SEQ ID NO: 204: 

(i) SEQUENCE CHAR.!:\CTERISTICS: 

:A) LENGTH: 312 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hano Sapiens 

(F) TISSUE TYPE; Cancerous prosratc 

(ix) FEATURE: 

(A) NAKE/KEY: other 

LOCATION: 171 312 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 95 

region 33 . . 17 4 
id T86o63 
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est 



lix) FEATURE: 

(A) NAME /KEY: other 
(3) iOCATION: 171.. 2 88 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORt^^TION: identity 97 

region 4 1. - 158 
id AAOSSSaO 
est 



(ix) FEATURE: 

(A) NAME/KEY: sigpeptide 
(3) LOCATION: 127 . .246 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.2 

seq AFLLLVALSYTLA/RD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204: 



AAGATTCACA AGGCCAACAG ACA.ACCCAAA GTCATTA.AGC CATGAGAGTG GAATGA.ATCT 6 0 

ATGAAA-ACTC AATGAAG.ACA GAACAAGAGA AAAATCTTTT CAGCCACGAT GAATTAGGRG 12 C 

AACAAG ATG TCA AAT TAG .ACT GAT GCT GAG TCA AGC TTC TCA AAG CA-A IGJj 
Met Ser Asn Tyr Thr Asp Ala Glu Ser Ser Phe Ser Lys Gin 
-40 -35 -30 

GAG ATA ATC AGA GTT GCC ATG GAG AAA ATT CCA GTG TCA GCA TTC TTG 216 
Glu lie He Arg Val Ala Met Glu Lys He Pro Val Ser Ala Phe Leu 
-25 -20 -15 

CTC CTT GTG GCC CTC TCC TAC ACT CTG GCC AGA GAT ACC ACA GTC AAA 2 64 
Leu Leu Val Ala Leu Ser Tyr Thr Leu Ala Arg Asp Thr Thr Val Lys 
-10 -5 1 5 

CCT GGA GCC A.AA AAG GAC ACA A.AG GAG TCT CGA CCC AAA CCG CCC CGG 312 
Pro Giy Ala Lys Lys Asp Thr Lys Asp Ser Arg Pro Lys Pro Pro Arg 
10 15 20 



(2) INFORMATION FOR SEQ ID NO: 205: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 326 base pairs 

(B) TYPE: NUCLEIC ACID 
to STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) M.OLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM.: Horr.o Sapiens 

{?) TISSUE TYPE: Cancerous prostate 

(i/J FEATURE: 

(A) NAME/ KEY: other 
(3) LOCATION: 96. .165 

(C) IDENTIFICATION METHOD: biastn 



wo 99/06550 PCT/1B98/01232 

(D) OTHER INFORMATION: identify IOC 

reqiG:; 364 . . i] 33 
id .^A1008 52 



(ix; tZhlVRZ: 

(A) NAME/KEY: other 

(3) LOCATICN: 4 5.. 95 

CO IDENTIFICATION METHOD: n.^stn 

{D) OTHER IKFORHATION: identi-y 100 

region 314 . .364 
id AA100952 
est 



{IX) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATIOK: 14.. 46 

(C) IDE^JTIFICATIO^; METHOD: blas'-n 

(D) OTHER INFORMATION: identity 100 

region 232 . . 314 
id AA1C0352 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 96. . 202 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9 4 

region 65 . . 171 
id AA113341 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 31.. 95 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 65 
id AAH3B41 
est 



(-ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 90.. 32 4 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 326. . 360 
Id AA133048 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 158.. 191 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INF0Rt4ATI0N; identity 97 

region 2 , , 35 
id ;iA133048 
est 



FEATURE ; 
(A) NAME/KEY: other 
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(B) LCCA7I0t<: 16 9.. 2 90 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 122 
id AAI59272 
est 



FEATURE: 

(A) NAKE/KEY: othez 

;B} LOCATION: 53.. 95 

(C) IDENTIFICATION METHOD: blastn 

■D) OTHER INFORMATION: identity ICQ 

region 323 . .365 
id hM610A2 
est 



ILX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 96.. 138 

(C) IDENTIFICATION METHOD: blastn 
(D} OTHER INFORMATION: identity 100 

region 365 . .407 
id AA161042 
est 



■: 1 :<) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: 14.. 4 6 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 282 . . 314 
id AM61042 
est 



;_:<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 3,. 161 

(C) IDENTIFICATION METHOD: Von Heijne matri:< 

(D) OTHER INFORMATION: score 10.6 

seq FILLLIFIAEVAA/AV 



txi) SEQUENCE DESCRIPTION: SEQ ID NO: 205: 



AC ATG CAG TTT GNA ACG TGG GOT ACT TCC TCA TCG CAG CCG GCG TTG 
>:et Gin Phe Xaa Thr Trp Ala Thr Ser Sec Ser Gin Pro Ala Leu 
-50 -45 --10 



47 



TGG TCT TTG CTC TTG GTT TCC TGG GCT GC? ATG G7G CTA AGA C7G AGA 
Trp Ser Leu Lea Leu Val Ser Trp Aia Ala Met Val Leu Arg Leu .^rg 
-35 -30 -25 



95 



AGC f-J-.G TGT GCC CTC GTG ACG TTG TTC TTC ATC CTC CTC CTC ATC TTC 
'.>.r 1//S Cys Ala Leu Val Thr Phe Phe Phe He Leu Leu Leu lie Phe 
-20 -15 -10 



ATT g:T gag GTT 5CA GCT GCT GTG GTC GCC TTG GTG TAC ANC ACA ATG 
11^' Aid Glu Val Aid Aid .A.ia Val Val .Ala Leu Val Tyr Xaa Tnr Met 
-5 15 10 



191 



235 
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G^u His Phe Leu Thr Leu Leu Val Vai AIj Ilo l.y.- Lys Asp 

i: 20 25 



T TCC CAG GAA GAC TTC ACT CAA. GTG TKG A^-^.C A^G AJC ATG FJkA 287 



3er Gin Giu Asp ?he Thr Gin Val Xaa Asn Tnr Thr Mot Lys 

30 35 'i::- 



AAG TGC 7GT GGC TTC ACC AAC TA? ACG GAC T'^^S 32 G 

Levi Lys Cys Cys Gly ?he Thr Asn Tyr Thr Asp Trp 

50 S'j 



IMFO?.MATrO>J FOR SZQ I D NO : 206: 

(i) SEQUEMCE CHARACTERISTICS: 

(A) LENGTH: 335 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 3TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 



(ix) FEA.TURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 140.. 27 6 

(C) IDENTIFICATION METHOD: biastr. 

(D) OTHER INFORMATION: identity 93 

region 1'57 . . 283 

id N36076 

est 



(IX) FEATURE: 

;A) NAME/KEY: other 

(B) LOCATION: 32. .14 0 

!C) IDENTIFICATION METHCD: blasta 

[D) OTHER INFORMATION: identity 98 

region 40. . 148 
id N36C76 
est 



(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 287 . . 333 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 296 . .342 
id N36076 
est 



{ix; FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: i..3 3 

{Cj IDENTIFICATION METHOD; blastn 
(D) OTHER INFORMATION: identity 90 

region 3 . . 40 
id N36076 



wo 99/06550 

^77 PCT/JB98/01232 

est 

I'OCATIOW: 2 333 
id IDEKTiriCATlOW METHOD. 

region 9. ,340 
id N95074 
est 



i^'':' r.OCATlOM: 2 33 T 

(Cj IDEr^TIFlCATlON METHOD- hi 

region 9. .3A0 
i*^ MO 175 12 
est 

fix) FEAT a RE: 

iA) MAME/KEV; othe- 

LOCATION: l^oT.JBa 

CJ IDENTIFICATION M^-THOD- M 

OTHER INEORMATIOV w 

^-■Lu.N. identity 98 

region 1^6. .339 
id W04626 
est 

fix) f-EATURE; 

(A) NAME/KEY r othe- 
(BJ f-OCATlON: 5 140 

region 12. . 14 7 
id W04 625 
est 

fix) FEATURE: 

fAf NAME/KEY: othe- 

fB' LOCATION: 45 

;C) IOENTIFICATIOn'^meTHOD- h' 

^^^^^ ^^~Io^:'''f...^^r:;^, 

region 47. . 335 
id H27747 
est 

Ux) FEATURE: 

tAj WAKE/KEY: other 
(B) LOCATION: .1 34 
;^^) IDENTIFICATIOK ME-HOn^ ^, 

OTHEK IKrOR>.TZO;;"°Lena"%7 
region 1. . 34 
id H27747 
est 

fA) fJA>lE/KEY- 

IDSNTrFICATIOM MTTKna >, 

<3) OTHER INFOW.:;tio-j ' ^^^-'^x 
^.iiuj. sco.-s 10.5 



wo 99/06550 j PCT/IB98/01232 

seq LLLLVHLLRFLr<A/[J^; 
(xi:; SEOUENCE; description: seq id KO: 20b: 



pl'^ atg aac tj;; cag ctg ctg ctg tgg ctg ctg gtg ctg tgc gcg gtg m 

Me: Asn 'i'ro G 1 u Leu Leu Leu Trp Leu Leu Val Leu Cys Aid Leu 

~2'j -20 -15 

CTC CTG CTG 7TG GTG CAT CTG CTG CGC TTC CTG AGG GCT GAC CGC GAG 9 5 

Leu Leu Leu Leu Val His Leu Leu Arg Phe Leu Arg Ala Asp Gly Asp 

-10 -5 1 ' ' 

CTo ACG CTA CIA TGG GCC GAG TGG CAG GGA CGA CGC CCA GA.^\ TGG GAG 14 3 

Leu Thr Leu Lou Trp Ala Glu Trp Gin. Gly Arg Arg Pro Giu Tip Glu 

^ ' 10 " ' 15 

CTG ACT GAT ATG GTG GTG TGG GTG ACT GGA GCC TCG ACT GGA ATT GGT 191 

Leu Thr Asp Met Val Val Trp Val Thr Gly Ala Ser Ser Gly lie Gly 

20 25 30 35 

GAG GAG CTG GCT TAG CAG TTG TCT AAA CTA GGW KTT TCT CTT GTG CTG 2 35 

Glu Glu Leu Ala Tyr Gin Leu Ser Lys Leu Gly )Caa Ser Leu Val Leu 

40 45 SO 

TCA GCC AGA AGA GTG CAT GAG CTG GAA AGG GTG AAA AGA AGA TGC CTA 28 7 

Ser Aia Arg Arg Val His Glu Leu Giu Arg Val Lys Arg Arg Cys Leu 

55 60 65 

GAG AAT GGC A.^T TTA ARA GAA AAA GAT ATA CTT GTT TTG CCC CTT GGG 33 5 

Glu Asn Gly Asn Leu Xaa Glu Lys Asp lie Leu Val Leu Pro Leu Gly 

70 75 BO 



(2} INTORM^TIOM FOR SEQ ID NO: 207: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 34 7 base pairs 
{Bl TYPE: NUCLEIC ACID 

(C) STRANDEDNSSS : DOOBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGAMISM: Homo Sapiens 

(?) TISSUE TYPE; Normal prostate 

(lx) FEATURE: 

(A) NAI^E/KEY: other 

ib) LOCATION: 5 3.. 162 

(C) IDENTIFICATION METHOD: biastn 

{D; OTi^ER INFORMATION: identity 100 

region 424 . .533 

id N80896 

est 

(ix) FEATURE: 

(A; Ni'^>lE/KEY: other 

:3} LOCATION: complenent ( 28 3 . . 31 8 ) 
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[r] inrMTIFICATION METHOD: biastn 
[J] CTH£R INFORI-IATION: identity ICO 

region 342 . . 377 

id W16873 

est 



(A) tJP>lE/KEY: other 
(3) LOCATICK: 2 93. .34 7 

(C) ID':::NTIFIC.c.TION method: biastn 

(D) OTHER IKFORMATIOM: identiny 100 

region 1 . . 55 
id R02710 
est 



(ix) FEATURE: 

(A) NAME /KEY: sig_peptLCle 

(B) LOCATION: 120.. 272 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(!)) 0T;-;ER information: score 10.3 

seq VSCLTLWSPGCWP/QP 

(xi) SEQUENCE DESCRIPTIOM: SEQ ID NO: 207: 



TGCACTATGC TTGTGTGT.M GTGTGTGCCT CTGTCTTGCT CTCTTATCTC CCAGCAGTGA 6C 

GACATTGGAC GTGTTTGCTC ATGAAG.ATGC AGTATATGGC TTGTCTGTGA GCCCAGTGA 119 

ATG ACA ACA TTT TTG CCA GTT CCT CAG ATG ATG GCC GGG TIC TCA TTT 167 
Met Thr Thr Phe Leu Pro Val Pro Gin Met Met Ala Gly Phe Ser Phe 
-50 -45 -40 

GGG ACA TTC GGG PJ\T CCC CCC ATG GAG AGC CCT TCT GCC TGG CAA ACT 215 
Gly Thr Phe Gly Asn Fro Pro Met Glu Ser Pro Ser Ala Trp Gin Thr 
-35 -30 -25 -20 

ATG CAT CAG CCT TTC ATA GTG TCA TGT TTA ACC CTG TGG AGC CCA GGT 26 3 
lie His Gin Pro Phe He Val Ser Cys Leu Thr Leu Trp 5er Pro Gly 
-15 -10 ' -5 

TGT TGG CCA CAG CCA ATT CAA AGG AAG GAG TGG GAC TCT GGG ACA TTC 3 1 1 
Cys Trp Pro Gin Pro He Gin Arg Lys Glu Trp Asp Ser Gly Thr Phe 
1 5 ' 10 ' 

G.AA AAC CTC .AGA GTT CTC TCC TGC GCT ATG GTG GA-A 34 7 

Glu Asn Leu .Arg Vai Leu Ser Cys Ala Met Val Glu 
15 2C 25 



(2; IMFORMATION FOR SEQ ID NO: 20 8: 

(i) SEQUENCE CHAEIACTERISTICS: 

{A; LENGTH: 461 base pairs 
(3! TYPE: NUCLEIC ACID 
(C; STR^i^NDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 
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(Vi) ORIGINA.- SUURCL-;: 

;Ai 'JKC^ANI.SM: Hnno Sapiens 

; I- ; TISS'JE TYPE; Cancerous prostate 

Ux) FEATURE; 

:Ai N.AME/KEY: other 

':B) LOCATION: 163 . . 1 61 

■;C.! IDENTIFICATION METHOD: blastn 

iCi OTHER INFORMATION: identity 99 

region 4 7. . 3-J 0 
ic M39924 
est 



(ix) FT AT a RE: 

(A; NAME/KEY: other 

O: LOCATION: 169. .37 0 

(C; rDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity 96 

region 173 . . 379 

id R61601 

est 



FFATURE: 

(A; NAME/KEY: ctner 

(B; LOCATION: 35 9. .4 31 

(C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRi^TION: identity 100 

region 369 . ,441 
id R61601 
est 



(ixt FEATURE: 

(A) NAME/KEY: siq_peptide 

(B) LOCATION: 75.. 158 

(C) IDENTIFICATION METHOD: Von Heijne natriy: 

(D) OTHER INFORMATION: score 9.5 

seq lvxfsllata:lg/av 

(Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 208: 



CCATACCAi. ATTA.;\ATGAC TGCCATAAAG TATATTTTAC TC.ACAGGACA GATTAC.^.-.TA '60 



CCTTGATAG AATC ATG GCA TCC A-^VA GGG ATG CGC CAT TTT TGC TTG ATT 110 
Met Ala Ser Lys Gly Met Arg His Phe Cys Leu I Le 
-25 -20 



CA GAG CAG TTG GTG TYC TTT AGT CTT CTT GCA ACA GCG ATT TTG GGA 15 8 

er Glu Gin Leu Val Xaa Phe Ser Leu Leu Ala Thr Ala lie Leu Gly 
-15 -10 -5 



CA GTT TCC TGG CAG CCA ACA AAT GGA ATT TTC TTG AGC ATG TTT CTA 20 6 
la Vai S-^r Tip G^n Pro Thr Asn Gly lie Phe Leu Ser Mot Pne Leu 
1 '5 "10 15 



7C GTT TTC CCA TTG GAA TCC ATG GCT CAT GGG CTC TTC CAT G.AA TTG 2 54 
Lq Val Lou Pro Leu Glu Ser Met Ala His Gly Leu Phe His Glu Le^ 

2 0 2 5 30 



GT- ?AZ ?G7 TTA GGA GGA ACA TCT GTT GGA TAT GCT ATT GTG ATT CCC 3 32 
y Asn Cys L-u Gly Gly Tnr Ser Val Gly Tyr Ala He Val Ho Pro 
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3 5 ^0 4 5 



.^.CZ AhC TTC T3C AGT CCT GAT GGT CAG CCA ACA CTG CTT CCC CCA GAA 3 50 
Tnr Asn Phe Cys Ser Pro Asp Gly Gin Pro Thr Leu Let: Fro Pro Glu 
50 55 60 



CAT GTA CAG GAG TTA AAT TTG AGG 
His Val Gin Glu Leu Asn Leu Arg 
55 70 

C;\A AGA TTT TTT GCA TAT CAT ATG 
Gin Arg Phe Phe Ala Tyr His Met: 
85 



TCT ACT GGC ATu C TC AAT GCT ATC 398 

Scr Thr Gly Me^ L-'.: Asn Ala He 

7 5 80 

ATT GAG ACC TAT GGA TGT GAC TAT 446 

Tie Glu ThL Tv. Gly Cys Asp Tyr 

90 95 



TCC ACA AGT GGA CTG 4 61 

Ser Thr Ser Gly Leu 
100 



(2) INFORMATION FOR SEQ ID NO: 20 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 296 base pairs 

(B) TYPE: MUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

;A) NAME/KEY: Other 
(3) LOCATION: complement ( 3 I 23 9 ) 
(C) IDENTIFICATION METHOH: blastn 
;D) other INFORMATION: identity 93 

region 3 . .211 
id N27605 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement { 2 1 1 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: icentity 99 

region 1 . .110 
id N78549 
est 



(ix) FEATURE; 

(A) NAt'lE/KEY: sig_peptide 

(B) LOCATION: 78 . .140 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INrORMATION: score 9.3 

seq VLFVILLLLGAHP/SP 



(XI) SEQUENCE DESCRIPTION: SEQ ID KG: 20 9: 
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AAGAGCAGAG CCGGAAGAAG GCGGGACGA.^ CCGGAAGAGG GTG.-W.TGC7 TTCGGTAGGC 60 

ACTCCACGGG TGTGA.AG ATG GCG GCG GCT GCG TGG CTT CAG GTG TTG CCT 110 
Met Ala Ala Ala Ala Trp Leu Gin Val Lea Pro 
-20 -13 

GTC ATT CTT CTG CTT CTG GGA GCT CAC CCG TCA CCA CTG TCG TTT TTC 158 
Val lie LeLi Lou Leu Leu Gly Ala f!is Pro 3er ?id Leu Sei ?;ie Phe 
-10 -5 1 5 

AGT GCG GGA CCG GCA ACC GTA GC? GCT GCC GAC CGG TCC -AAA TGG CAC 205 
3er Ala Gly Pro Ala Thr Val Ala Ala Ala Asp Ar^ Ser Lys Trp Hi:i 
10 15 20 

RKT CCG ATA CCG TCG GGG AAA AAT TAT TTT AGT TTT GGA .AAG ATC CTC 25 4 

Xaa Fro lie Pro Ser Gly Lys Asn Tyr Phe Ser Phe Gly Lys He Leu 
25 30 35 

TTC AGA AAT ACC ACT ATC TTC CTG AJ\G TTT GAT GGA GAA CGA 295 
Phe Arg Asn Thr Thr lie Phe Leu Lys Phe Asp Gly Glu Arg 
4 0 4 5 5 0 



(2) INrORMATION FOR SEQ ID NO: 210: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 468 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) [MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 118.. 281 

(C) IDENTIFICATION ><1ETH0D: blastn 

(D) OTHER INFORMATION: identiry 96 

region 78 . .24 1 
id R57572 
est 

i±x] FEATURE: 

(A} NAME/KEY: other 
(3) LOCATION : 38 . . 91 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORKATION; identity 5 8 

region 1 . . 54 
id R57572 
est 

iiK) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 90. .122 

(C; IDENTIFICATION METHOD: blastn 
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(D) 0'rH?:R :NF')RMATiON; 



ideaticy 93 
region 52 . .8-1 
id R57572 
est 



(ix) FEATURE: 

(A) NAt^S/KEY: other 

(B) LOCPiTION: 11 7.. 2 72 

;C) IDENTIFICAT iONi METHOD; blastn 
;D) other ItJFORMATION: identity 94 

region 59. . 2U 
id W5545B 
est 



(XX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 27 3.. 328 

(C) IDENTIFICATION MSTHOD: blast r 

(D) OTHER INFORMATION: identity 91 

region 214 . .269 

id W554 6 3 

est 



(ix) FEATURE: 

(A) NAME/KEY: sigpeptide 
(3) LOCATION: 130 . . 456 

(C) IDENTIFICATION MZTHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.1 

seq LVLAVLFFHQLVG/DP 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 210: 



ACTTT3TCAT TCAGCTGCCT GCTGCCTCCG CAGCGTCCCC CCAGCTCTCC CTGTGCT.AAC 60 

TGCCTGCACC TTGGACAGAG CGGGTCCGCA AATCAGAAGG ATTAGTTGGG ACCTGCCCTT 120 

GGCGACCCC A?G GCA TCC CCC AGA ACC GTA ACT ATT GTG GCC CTC TCA GTG 171 
Met Ala Ser Pro Arg Tnr Val Thr lie Val Aia Leu Ser Val 
-105 -100 



GCC GTG GGA CTC TTC TTT GTT TIC ATG GGG ACT ATC AAG CTG ACC CCC 
Ala Leu Gly Leu Phe Phe Val Fhe Met Gly Thr lie Lys Leu Thr Pro 
-95 -90 -85 -30 



219 



AGG CTC ACC A-AG GAT GCC T.^^C ACT GAG ATG A?J\ CGT GCN MAC AAG AGC 
Arg Leu Ser Lys Asp Ala Tyr Sfr Glu Met Lys Arg Ala Xaa Lys Ser 
-75 -70 -55 



267 



TAT GTT GGA GCC CTC CCT CTG CTG AAG AAA ATG GGG ATC A.^T TCC ATT 315 

Tyr Val Arg Ala Leu Pre Lea Leu Lys Lys Met Gly lie Asr. Ser He 
-60 -55 -50 

CTC CTC CGA PJ\A AGC ATT GCT GCC CTT GAA GTG GCC TGT GGC ATC GTC 363 

Leu Leu Arg Lys Ser He Gly Ala Leu Glu Val Ala Cys Gly He Val 
-4 5 -43 -35 



ATG ACC CTT GTG CCT GGG CGT CCC AAA GAT CTG GCC hAC TTC TTC CTA Cll 
Met Thr Leu Val Fro Gly Arg Pro Lys Asp Val Ala Asn Phe Pne Lou 
-30 -25 -20 
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CTG TTG CTG GTG TTG GCT GTG CTC TTC TTC CA:: GAG CTG GTC GGT GAT 459 
Leu Leu Leu Val Leu Ala Val Lej Phe Phe Hi;- GIp. Leu Val Gly A3p 
-15 -10 -5 1 

CCT CTC AAA 4 68 

Pro Leu Lys 



\2) INFORMATION FOR SEQ ID NO: 211: 

(i) SEQUENCE CKAEIACTERISTICS : 

(A) LENGTH: 225 base p:iirs 
(B} TYPE: NUCLEIC ACIG 
(C) STRANDEDNESS ; DOUBLE 
{D] TOPOLOGY; LINEAR 

{11} MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATIOM: 88.. 221 

(C) IDENTIFICATION METHOD: blastn 
{□} OTHER INFORMATION: identity 100 

region 84 . .217 
id A.^021055 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 5.. 74 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 57 

region 1.-73 
id AA021055 
est 

1ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 8 8.. 221 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORR^\TI0N : identity 100 

region 84 . ,217 
id W98068 
est 

(ix) FEATURE: 

:A) NAME/KEY: other 

{B) LOCATION : 5 . . 74 

(C) IDENTIFICATION METHOD: olastr 

;□} OTHER INFORMATION: identity 97 

region 1 . . 70 
id W98068 
est 

(i;<} FEATURE: 

(A) NAt^E/KEY: other 
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!r) LOCATION: 38 . .191 

[C] IDENTIFICATION METHOD: blastn 

:Z) OTHER INFORMATION: identity 99 

region 11 . .114 
id AA0590^0 
est 

(ix) FE.^.T'JRE: 

■;A) name /KEY: 5ig_peptide 
:Bt LOCATION: 91 . .20 4 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
:n) OTHER INFORMATION: score 8.8 

seq LLLLCALHSHIYC/IK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 211: 



CATAAAATTT GAGGATATCA GCTGATTATT TTTTCT7CCM .ASAATGAAAA. TCAAGCAGAA 60 

TTGAT7CCTA CACGAAAAJLA AAGCACACGA ATG CCA AAC CTT TCC TTT GGT GGA 114 

Met Pro Asn Leu Ser Phe Gly Gly 
-35 

CTG GAC ACT .AAC CAG ATG AGA GTA AAT TTC TTA TCC GTG GAC G'l'A TGT 162 
Leu Asp Thr Asn Gin Met Arg Val Asn Phe Leu Ser Val Asp Va L Cys 
-30 ' -25 -20 -IS 

AAG CTA CTG CTG CTG TGT GCT CTC CAC AGO CAT ATT TAT TGT ATT AAA 210 
Lys Leu Leu Leu Leu Cys Ala Leu His Ser His lie Tyr Cys lie lys 
-10 -5 1 

CAA TCA GCA CTT CGG 22 5 

Gin Ser Ala Leu Arg 

5 



{2} INFORMATION FOR SEQ I D NO : 212: 

(I) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 470 base pairs 

(B; TYPE: NUCLEIC ACID 

(C; STRANDEDNESS: DOUBLE 

(D; TOPOLOGY: LINEAR 

(II) MOLECULE TYPE: CDNA 

I VI ) ORIGINAL SOURCE; 

(A] ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Norrr.al prostate 

(,x) FEATURE: 

(A; NAME/KEY: other 

(B; LOCATION: 134.. 373 

(C; IDENTIFICATION METHOD: blastn 

(D; OTHER INFCRRATICN: identity 97 

region 115 . .359 

id R67703 

est 

[i:<) FEATURE: 
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(A) NAME/KEY: other 

;B) LOCATION: 23. .135 

;C) IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATIOM: identity 92 

region 5 . . 1 17 
in R67703 
est 



[ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 134 . . 318 

(C) IDENTIFICATION METHOC: olastn 

(D) OTHER INFORMATION: identity 98 

region 115 . .299 

id H42383 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 
{B) LOCATION: 20 . .135 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 2 . .117 
id H42383 
esc 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 193.. 383 

iC) IDENTIFICATION METHOD: blastn 
{D) OTHER INFORMATION: identity 100 

region 87 . , 277 
id W90193 
est 



(IX) FEATURE: 

[A) NAME/KEY: other 

(B) LOCATION: 134 . . 192 

(C) IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATION: identity 96 

region 29. . 87 
id W90193 
est 



(iX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 4 17.. 4 54 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 92 

region 314 351 

id W90i93 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOC.A.TION: 288 . .470 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .183 
id R53752 
est 
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(!>::■ TEATCRE: 

(A) NAME/KEY: sig_peptide 
C3) LOCATION: 258.. 422 

(C) IDENTIFICATION METHOD: Von Heijne natrix 
i'J) OTHER INFORMJ\TION: score O.G 

seq XXLLLLNVGQLLA/QT 

(XI ; SEQUENCE DESCRIPTION: SEQ ID NO: 212: 



A-ACCCACGGT GGGGGGAGCG CGGCCATGGC GCTCCTGCTT TCGGTGCTGC GTGTACTGCT 60 

GGGCGGCTTC TTCGCGCTCG TGGGGTTGGC CAAGCTCTCG GAGGAGATCT [:g(^CTCCAGT 12 0 

TTCGGAGCGG ?<TGRAATGCC CTGTTCGTGC AGTTTGCTGA TGTGTTCCCG CTGA.AGGTAT 180 

TTGGCTACCA GCCAGATCCC CTGAACTACC AAATAGCTGT GGGCTTTCT3 GA.ACTGCTGG 2 4 0 

CTGGGTTGCT GCTGGTC ATG GGC CCA CCG ATG CTG CAA GAG ATC AGT .AAC 2 90 

Met Gly Pro Pro Met Leu Gin Glu He Ser Asn 
-55 -50 -45 

TTG TIC TTG ATT CTG CTC ATG ATG GGG GCT ATC TTC ACC TTG GCA GCT 33S 
Leu Phe Leu lie Leu Leu Men Met Gly Ala He Phe Thr Leu Ala Ala 
-40 -35 -30 

CTG AA.A GAG TCA CTA AGC ACC TGT ATC CCA GCC ATT CTC TGC CTG NGG 38 6 
Leu Lys Glu Ser Leu Ser Thr Cys He Pro Ala He Val Cys Leu Xaa 
-25 -20 -15 

TDN CTG CTG CTG CTG AAT GTC GGC CAG CTC TTA GCC CAG ACT A.AG AAG 4 34 
Xaa Leu Leu Leu Leu Asn Val Gly Gin Leu Leu Ala Gin Thr Lys Lys 
-10 -5 I 

GTG GTC AGA CCC ACT AGG AAG AAG ACT CTA AGT ACA 470 
Val Val Arc Pro Thr Arg Lys Lys Thr Leu Ser Thr 
5 10 15 



(2) IMrORMATION FOR SEQ ID NO: 213: 

(i) SSQUENCE CHARACTERISTICS: 

(A) LENGTH: 354 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(IL) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Cancerous prostate 

{IX) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 4 . .55 

iC) IDENTIFICATION METHOD: blastn 

iD) OTHER INFORMATION: identity 93 

region 19. .70 
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Ld T:89 7 / 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 141 . ,195 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: idcnti-y 90 

region ! 5 / . . 2 1 1 

Id T13':)V/ 

est 



(iX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; 92.. 137 

(C) IDENTIFICATION METHOD: blastn 
[D} OTHER INFORMATION: identity 93 

region 1G9 . . 154 

id T18377 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 245. . 355 

(C) IDENTIFICATION METHOD: olastr 

(D) OTHER INFORMATION: identity 94 

region I . .111 
Id HSC12A111 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 321.. 355 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 35 
id Vn332 4 
est 



(ix) FEATURE: 

(A) NAME/ECEY: sig_peptide 

(B) LOCATION: 133.. 345 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 8.6 

seq WXFLLLLAXLIA/TY 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 213: 



A.a.GCAGCT7C CAGGATCCTG AGATCCGGAG CAGCCGGGGT CGGAGCGGCT CCTCAAGAGT 60 

TACTGATCTA TNNATGGCAG AGAAAAAAAA ATTGTGACCA GAGACGTCTP. GCAJ^TGAACA 12 0 

A3GAA.CRTCA TA ATG RWN NNK TTC ACA GAC CCC TCT TCA GTG AAT GA.^ AAG 17 1 
Met Xaa Xaa ?he Thr Asp Pro Ser Ser Val Asn Glu Lys 
-70 -65 -60 

A^G AGG AGG GAG CGG GA.^ GAA AGG CAG AAT ATT GTC CTG TCG AGA CAG 219 
Lys Arg Arg Glu Arg Gla Glu Arg Gin Asn He Val Leu Trp Arg Gin 
-55 -50 -45 
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CCG CTC ATT ACC TTG CAG TAT TTT TCT CTG GAA ATC CTT GTA ATC TTG 
Pro Leu lie Thr Leu Gin Tyr Fhe Ser Leu Giu lie Leu Val lie Lou 
-40 -35 -30 



267 



AAG GAA TGG ACC ?CA .A.AA TTA TGG CAT CGT CAM MGC ATT GTG GTG WCT 
Lys Glu Trp Thr Ser Lys Leu Trp His Arg Xaa Xaa He Val Vai Xaa 
-25 -20 -15 



315 



TTT TTA CTG CTG CTT GC: DGG CTT ATA GCT ACG TAT TAT 
Phe Leu Leu Leu Leu Ala Xaa Leu lie Ala Thr Tyr Tyr 
-10 -5 1 



35-1 



(2) INFORMATION FOR SEQ ID NO: 214: 



(i) SEQUENCE CHAE^CTSRISTICS: 

(A] LENGTH: 311 base pairs 

(B) TYPE: NUCLEIC ACID 

(C] STE^NDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGIMAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



[IX) FEATURE: 

{A] NAME/KEY: other 

(B) LOCATION: 189. .311 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 75 . . 1 97 
Id AA021160 
est 



(i:<) FEATURE: 

(A) NA-^E/KEY: sig_peptide 

(B) LOCATION: 249.. 293 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.6 

seq LLRGLLWXQVLCA/GP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214: 



ACCTTTCTGG GTTGAGCATG GCTGAAGTGA 

CAGGCTCCAC TTGCTGCCTC TCTGCGTG.AA 

TCCTGCCTTC GGAGGGGCTG GGGCTCCAGG 

TGTCATATGT GCACAGAAGC CAAAAAGCAT 

YHTTATAT ATG CCG CTC CTA CGA GGA 
Met Pro Leu Leu Arg Gly 
-15 -10 

GCG GGC CCT CTC CAT ACA GAG 
Ala Gly Pre Leu His Thr Glu 



CTCAGCCCAT GGGAGGTTTC CTAGGAGNAA 60 

CTCCGTGTGC CGGCAACCTG GCGACCAGAC 120 

ACCTGAGTGC CCCCCRNKGT TGGAJ\GGCGG 180 

TGCTGGTATT TCGAAGGACT CTATCCAACC 24 0 

CTG CTG TGG STC GAG GTG CTG TGT 29C 
Leu Leu Trp Xaa Gin Val Leu Cys 
-5 

311 
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) IMFORMATION FOR SEQ ID NO: 215: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 353 base pairs 

(B) TYPE; NUCLEIC ACID 

(C) 3TRAKDEDNES3: CO'JBLE 

(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

:vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous orostatie 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 121.. 355 

(C) IDENTIFICATION KETHOC: olastn 

(D) OTHER INFORMATION: identity 5> 

region 3L..265 
i.c T78247 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 121. .355 

(C) IDENTIFICATION t^^ETHOC: blastn 
(0) OTHER INFORRATION: identity 99 

region 6 . .24 0 
id WlTHa 
est 

(IX) FEATURE: 

(A) NA.ME/KEY: other 

(B) LOCATION: 121 . . 355 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 11 . . 24 5 
id N88433 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 121.. 336 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 32.-24 7 
id R350U 
est 

;ix) FEATURE: 

(A) NAME/KEY: other 

;3) LOCATION: 121.-329 

;C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION: identity 99 

region 5 . . 2 17 
Id ;ij\07 4 5 62 
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eat 



(IX) FEATURE: 

(A) NAME/KEY: sig_peptLde 

(B) LOCATION: 159.. 218 

(C) :DENTiriCATrON METHOD: Von Heijne m,ir_rix 

(D) OTHER INFOEIMATION : score B.4 

seq AVVGCLLV??AEA/KK 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 



PACAGGCGGA GATGGCGGAG GGCGGTGGGA CGTGATGCGC GGGTCAGAGC CGGGCCTTGA 60 

GAAGGAACTG GAGGCCCCTG GCAGCGGTGT CCCCTCGAGG ACCCCTCTGC CGGGCTCACC 120 

AGGTGTCCGG CTTTGCTGGC CCAGCAAGCC TG.ATAAGC AFG AAG CTC TTA TCT TTG 17 6 

Met Lys Leu Leu Ser Leu 
-20 -15 

GTG GOT GTG GTC GGG TGT TTG CTG GTG CCC CCA GCT GAA GCC AAC AAG 22 4 
Val Ala Vai Val Gly Cys Leu Leu Val Pro Pro Ala Glu Ala Asn Lys 
-10 -5 1 

AGT TCT GAA GAT ATC CRG TGC A.AA TGC .ATC TGT CCA CCT TAT AGA A.AC 27 2 

Se^ Giu Asp He Xaa Cys Lys Cys He Cy3 Pro Pro Tyr Arg Asn 
5 10 15 

ATC AGT GGG CAC ATT TAG AAC CAG AAT GTA TCC CAG A.AG GAG TGC A.AC 32 0 
11^ Ser Gly His He Tyr Asn Gin Asn Val Ser Gin Lys Asp Cys Asn 
20 25 30 

TGC CTG CAC GTG GTG GAG CCC ATG CCA GTG CCG 35 3 

Cys Leu His Val Val Glu Pro Met Pro Vai Pro 
35 40 45 



(2) INFORMATION FOR 3EQ ID KG: 216: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 320 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ixl FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION' : 2. .319 

(C) IDENTIFICATION METHOD: biastn 

CD) OTHER INFORMATION: identity 93 

region 15. .332 
id HUM08 5FO4E 
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(IX) FEATURE: 

;.A) ^IM<£/KEY: other 

[B} LOCATION: 139.. 249 

X) IDENTIFICATION METHOD: blascn 

!D) OTHER INFORMATION: identity 100 

region I'jl . . 2 7 

id H85714 

est 



(ix) FEATURE: 

;A) NAME/KEY: other 

(B) LOCATION; 24 9.. 31 9 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 293 . .363 

Id H85714 

est 



;ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 86. .14 8 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 133 . ,195 

id H85714 

est 



[IX) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 135.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 80 . . 2S4 
id R77003 
est 



!ix) FEATURE: 

(A) NAME/KEY: other 

(Bl LOCATION: 86,. 319 

{C] IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 94 . . 327 
id H4975a 
est 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(E) LOCATION: 135.. 319 

■;C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATIOM: identity 98 

region 5 3. .237 
id AA056366 
est 



(i:-;} FEATURE; 

(A) NAKE/KEY: sig^peptide 
(B; LOCATION: 11 4.. 185 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq L1LPRVLLTM.ASG/3P 
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AATTGGCTGG G7CTGGAGGC GGAGGTGGTC CTTCTTCTAC TGTCACATGG TGCGCGCTGT r.O 

TTTCTAATCA CGKGGCTGCC ACCCAGGCCT CTCTGCTCCT GTCKTKTGTT TGG ATG 116 

CCG GCG CTG CTG CC? GTG GCC TCC CGC CTT TTG TTG CTA CCC CGA GTC IS^i 

Pro Ala Leu Leu Pro Val Ala Ser Arg Leu Leu Lsu Leu Pro Arg Val 

-20 -15 -10 

TTG CTG ACC ATG GCC TOT GGA AGC CCT CCG ACC GAG CCC TCG CCG GCC 212 

Leu Lea Thr Met Ala Ser Giy Ser Pro Pro Thr Gin Pro Ser Pro Ala 

-5 1 5 



TCG GAT TCC GGC TCT GGC TAG GTT CCG GGC TCG GTC TCT GCA GCC TTT 2 60 

Ser Asp Ser Gly Ser Giy Tyr Val Pro Gly Ser Val Ser Ala Ala Phe 
10 * 15 20 25 



GTT ACT TGC CCC AAC GAG AAG GTC GCC AAG GAG ATG GCC AGG GCC GTK 
Val Thr Cy.^ Pro A^n Glu Lys Val Ala Lys Glu lie Ala Arg Ala Val 
30 35 40 



30 3 



GGG GAG AA.G CGG 
Gly Glu Lys Arq 
A 5 



320 



(2) INF0Rt-4ATI0N FOR SEQ ID NO: 217: 



(i) SEQUENCE CHAR.ACTERISTICS: 

(A) LENGTH: 384 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vij ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Fl TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATIOM: 121.. 381 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 7 3.-333 
id H9518b 
est 



FEATURE: 

(A) MAME/KEY: other 

;E) LOCATION; 72 . .133 

;C1 IDENTIFICATION METHOD: blastr. 

(D) OTHER INFOEIMATION: identity 95 

region 25 . .86 
id H9513o 
est 



wo 99/06550 



194 



PCT/IB98/01232 



lix) Feature:: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 28.. 351 

(C) IDENTIFICATION METHOD: Vuri Hei nairix 
(Di OTHER IMFORMATiCN": sccre ''.9 

scq LLC^LLSAEOLAEA/SV 

(XI) SEQUENCE DESCRIPTION: SEQ I'J NJ: ? i ; : 



ACGGGTGCC3 GGTGGAGCGA ASACGGA ATG TGT CTC CTG CTC GG3 GCC ACG GGC 5 4 

Met Cys Leu lej Leu Gly Aia Thr Giy 

-105 -100 

GTC GGG AAG ACG 'CTG CTG GTG AAA CGG CTG CAG GAG GTG AGC TCC CGG 102 

Val Gly Lys Thr Leu Leu Val Lys Arg Leu Gin Giu Val Scr Ser Arg 

-95 -90 -B5 

GAT GGG AAA GGC GAC CTG GGG GAG CGG CCG CCG A:;A CGG CCC ACG GTG 150 

Asp Gly Lys Gly Asp Leu Gly Glu Pro ?ro Pre Thr Arg Pro Thr Val 
-80 -75 " -70 

GGC AGC A,AT CTT ACT GAC ATC GTG GCA CAG AGA .AA.G ATC ACC ATC CGG 198 

Giy Thr Asn Leu Thr Asp lie Vdi Ala Gin Arg Lys Thr lie Arg 
-65 -60 -55 

GAG CTT GGG GGG TGC ATG GGC CCC ATC TG3 TCC AGT TAG TAT GGA AAC 24 6 

Glu Leu Gly Gly Cys Met Gly Pro lie Trp Ser Ser Tyr Tyr Gly Asn 

-50 -45 -40 

TGC CGT TCT CTC CTG TTT GTG ATG GAC GCC TCT GAC CCC ACC CAG CTC 2 94 

Cys Arg Ser Leu Leu Phe Val Met Asp Ala Ser Asp Pro Thr Gin Leu 

-35 -30 -25 -20 

TCT GCA TTM SGT GTG CAG CTC TTA GGT CTC CTT TCT GCA GAA CAA CTT 34 2 

Ser Ala Xaa Xaa Vai Gin Leu Leu Gly Leu Leu Ser Ala Giu Gin Leu 

-15 -10 -5 

GCA GAA GCA TCG GTG CTG ATA CTC TTC A.AT AAA ATC GAC A-AC 384 

Aia Glu Ala Ser Val Leu lie Leu Phe Asn Lys lie Aso Asn 
1 5 13 



(2) INFORMATION FOR SEQ ID NO; 218: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 236 base pairs 

(B) TYPE: NUCLEIC ACID 
{C} STRANDEDNSSS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vii ORIGINAL SOURCE: 

(A) ORGANISM: Hoit\o Sapiens 

(F) TISSUE TYPE: Nornai prostate 

{ix] FIATURE: 

[A) NA>IE/KEY: other 



wo 99/06550 
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; h) LOCATION: 94 . . 197 

TDFKTIFICATION METHOD: blasCn 

:D) other INFORMATIOtJ: identity 97 

region 92 . .195 
id T93931 
est 

(IX) FEATURE: 

:Ai NAt'lE/KEY: other 

.:Bt LOCATION: 2. . 45 

:(:\ IDENTIFICATION METHOD: blastn 

■;r;i other information: identity 100 

region 1 . . 4 4 
id T93931 
est 

(iy.) FEATURE: 

(A) NAME /KEY: Other 

(B'l LOCATION: 53. . 97 

i;C) IDENTIFICATION METHOD: blastn 

iLVi OIHER INFORMATION: identity 93 

regioa 52 , , 96 
id T93931 
est 

FEATURE: 
(A) NAME /KEY: Other 
(3) LOCATION: 190.. 234 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 187 . . 231 

id T93931 

est 

lix) FEATURE : 

(A) N.AME/KEY: other 
(3) LOCATION: 138,. 196 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 241 . .299 

id N25481 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

[B) LOCATION: 190.. 234 

{C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION; identity 93 

region 292 . . 336 

id N25481 

est 

(ix) FEATURE: 

(Al NAI<E/KEY: other 

(B) LOCATION: 94.. 211 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION; identity 95 

region 65 . .132 
id W19370 
est 
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{IV) rE:ATUR£: 

;A) NA1^£/KEY: other 

;E) LOCATION: 94.. 196 

(C) IDENTIFICATION METHOD: blastn 

:D) other INFORMATION: identity 9/ 

region 5 6. .153 
id N35539 
est 



(ix) FEATURE; 

;A) NAT-IE/ KEY: other 

;B) LOCATION: 190 .. 234 

(C) IDENTIFICATION METHOD: blastn 

;C) OTHER INFORMATION: identity 93 

region 151 . .195 

id N35539 

est 



(ix) FEATURE: 

;A) NAKE/KEY: other 

(E) LOCATION: 56.. 97 

[CI IDENTIFICATION METHOD: blastn 

;D) other INFORMATION: identity 92 

region 19. .60 
id N35539 
est 



FEATURE: 
{A) NAME/KEY: other 

[B) LOCATION: 94.. 193 

;C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION: identity 97 

region 96 . . 195 
id W87436 
est 



(IX) FE.ATURE: 

[.Al NAME /KEY: other 

(3) LOCATION: 2.-49 

;C} IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 7 . . 54 
id W87436 
est 



Cix) FEATURE: 

CA) NAME/KEY: siq_peptide 
(3) LOCATION: 75. .197 

(C) IDENTIFICATION METHOD: Von Heijne natrix 

(D) OTHER INFORM/i.TION: score 7.7 

seq LLCLGQL!iKPGLG/RV 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 2 IB: 



.-AAAGTTTGTT CCCCG.A.GTTC GGAGCCTAGG AGCCCCCCGC GGCTGCGGCG CAGG7GCCCT 50 

CGGCCTTAGT CGGG ATG GAG CTG CCT GCK GTG AA.C CTT G?J\ AGT GA': TCT 110 

Met Glu Leu Pre Ala Val Asn Leu Glu Ser A.-=;p Ser 
-40 -35 '20 
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C2T AGG TCA CTG GC7 OCT GAG AAC CTG GGG C7G CAT TGT ATT CTC AGG 158 

Pro Arq Set Leu Ala Ala Asp Asn Leu Gly Leu His Cys He Leu Arg 

-25 -20 -15 

CTC CTA TGC CTG 6GC CAA CTT CAC CAT CCT GCC CTT GGG CGT GTG GGC 20 6 

Leu Leu Cys Leu Gly Gin Leu His His Pro Gly Leu Gly Arg Val Gly 
-10 -5 1 

TGT GGC TCA GCG GGA CTC CAT CGA CGC CGG 23 6 

Cys Gly Ser Aia Gly Leu His Arg Arg Arc 
5 10 



(2) IKTORKATION FOR SEQ ID NO; 219: 

(i) sequence; CHARACTERISTICS: 

CA) LENGTH: 329 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 145.-240 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 99 . . 194 
id N2^78^ 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 4 5.. 139 

(C) IDENTIFICATIOM METHOD: blastn 
{D} OTHER INFORMATION: identity 95 

region 1 . . 95 
id N28787 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 253.. 326 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IHFORM.ATICN: identity 3 3 

region 2C7 . . 280 

id N28787 

est 

(iz) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 145.. 239 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region i K . . 20:^ 
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est 
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-EATUR£: 
[^) NW^;E/KEV: other 
ivi) LOCATION: 5 9.. 139 
C IDE«Tirl«TION METHOD: b.as.. 
\l\ OTHER INrOR>«.TION-. '^l^:,,, 

id AA102327 
est 



FEATURE ; 
'A) NAME/KEY; other 

\l\ OTHER INrORHATIO^: 

id AAL02327 



est 



(ix) FEATURE: 

^A} NAME/KEY-, other 

'«\ TOCATION: 277.. 311 

;C IDESTIFICATION METHOD: b.a=.r, 

I'cl OTHER INFOR.MATI0N: ^^^--^^^'.^ 

id AA102327 

est 

(ix) FEATURE: 

(A) MAME/KEY: other 

Tel ro™CMXO.-rTHO0: .U... 
(Ol 0?HER ^rORMATION: i-^-'l^^" . 

id AA019783 
est 

(iK) FEATURE: 

(A) NAt4£/KEY: other 

TOCATIOM; 253.-^26 
• c IDENTIFICATION METHOD: ^ 

\l] OTHER INFOR-'^.TION: ^/-"^^^^^e^ 

id AA019783 
est 

(IK) FEATURE: 

WAME/KEY: other 

loi other «rORM;.TION: 

id AAC19783 
est 



(iv^ FEATURE: 

(A) l^AME/KEV: other 

rnrATlOK: 14:>..24U 
!c) IDEfTinC^TION method: bl.s-.. 
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(D) OTHER INFORMS.? ION: 



identity 95 
region 115, .210 
id AA059290 
esc 



(ix; feature;: 

(A) NAME/KEY: other 

( B) LOCATION : 4 1 . . 139 

(C) IDT^JTIFrCATIOM METHOD: blastn 

(D) OTHER INEORMJi.TION; identity 90 

region 13 . . Ill 
id AA059290 
est 



(IX] FEATURE: 

(A) NAJ^E/KEY: other 
(3} LOCATION: 2 53. .319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 223. .289 
id AA359290 
est 



fix; FE.ATURS; 

(A) N/^i'IE/KEY: other 
(3) LOCATION : 145 . . 240 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 102 . .197 

id H96516 

est 



(ix) FEATURE; 

(A) NAHE/KEY: Other 
(3) LOCATION: 253.. 326 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 210. . 283 

id H66516 

est 



■{ix) FEATURE: 

(A) NAME /KEY; other 

(B) LOCATIOM: 75. . 139 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 34 . . 98 
iG H86516 
est 



(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 
[b;> LOCATION : 171 . . 323 

(C) IDENTIFICATION METHOD: Von Heijne matri:-: 

[D) OTHER INFORMATION: score 7.6 

seq PALILLFALG3LG/SG 

[:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 219: 



■GCGGAAGTG CGGAGGAGGC GGTTGCGGTT AGTGGACCGG GACCGGTAGG 
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CCTCCTGTTG CCATCATGGC TGACCCCCrvC CCCCGGTALC ::':\:(:c:TCCTC GATCGAGGAC 120 

GACTTCAACT ATGGCAGCAA GCGTKGGCY F CSGC ::AC:CGT 3CACATCCGA ATG GCC 17 6 

Met Ala 
-50 

TTT CTG AGA AAA GTC TAG AGC ATT CTT TZT CTG CAG GTT CTC TTA ACT 22^ 
Phe Leu Arg Lys Val Tyr Ser lie Leu Ser lt^u Gin Val Leu Leu Thr 
-45 ' --^0 -35 

ACA GIG ACT TCA ACA GTT TTT TTA TAG TTT GAG TCT GTA CGG ACA TTT 272 
Thr Val Thr Ser Thr Val Phe Leu Tyr V'he. Gl-: Ser VaI Arg Thr Phe 
-30 -25 -20 

GTA CAT GAG AGT CCT GCC TTA ATT TTG CTG TTT GCC CTC GGA TCT CTG 320 
Val His Glu Ser Pro Ala Leu He Leu Leu Phe Ala Leu Gly Ser Leu 
-15 -10 -5 

GGT TCG GGG 329 
Gly Ser Gly 



(2) INFORMATION FOR SEQ ID NO: 220: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 207 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S : DOUBLE 

(D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous pros'ate 

(1x1 FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 23. .202 

(Ct IDENTIFICATION METHOD; blastn 
(D) OTHER INFORMATION: identity 9 9 

region 1 . . 180 
id W88492 
est 

(ix) FEATURE: 

[A) NAME/KEY: sig_peptide 
CB) LOCATION: 25. . Ill 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFOBHATION: score 7.6 

seq PTLAIALPi^NAWA/FV 

(xi) SEQUENCE CESCRIFTIOM: SEQ ID NO: 22C: 



ACCATATGGG TGGTGTGGAT CGTC ATG TAT ACT TAG GGC AAC .A.AG GAG CAC 

Met Tyr Thr Tyr Gly Asr Lys Gin H^s 
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^AZ ACT CCC AGO TGG GAT GAG CCC ACG CTG CCC ATC GCC CTC CCC GCC 99 

Asn Ser Pro Thr Trp Asp Asp Pro Tnr Leu Ala lie Aia Leu Ala Ala 
-20 ^ -I'S -5 

A,A? GCC TGG GCC TTC GTC CTC TTC TAC GTC ATC CCC GAG CTC TCC CAG 14 7 

Asn Ala Trp Ala Phe Val Leu Phe Tyr Val : If "^'ro Glu V^l Ser Gin 

1 S 10 



GTG ACC AAG TCC AGC CCA GAG CAA AGC TAC CAG GGC GAC ATG TAC CCC 
Val Tir Lv3 Ser Ser ?ru Giu Gin Ser Tyr Gin Gly Asp Met Tyr Pro 
15 20 25 



195 



ACC CGG GAC TIG 
Thr Arg Asp Leu 

30 



207 



(2) IMFORI^TION FOR SEQ ID NO: 221: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 195 base pairs 

(B) TYPE: NUCLEIC ACID 
{C] STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Norrr.al prostate 

(rx) FEATURE: 

(A) NAME/KEY: other 

{B) LOCATION: complement ( 1 3 o 1 1) / ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER I^3F0RMATI0N: identity 90 

region 2 39. .270 

id H62765 

est 

;ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 70 . .165 

(C) IDENTIFICATION METHOD: Von Heijne rr.atrix 

(D) OTHER INFORMATION: score 7,6 

seq WILVLALPLTV7JP/WL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 221: 



ACTTTCAGTT TCCTTCTTCC AGCACGGAGT ACACTGCTCT GCCTCCACTT AGATTACTTC 6 0 

AGAA-ATGAA ATG CAG CA.^ ATA TTT ATC CAG CAG TGC ACG GAG TTG A.AC TTT 111 
Met Gin Gin He Phe He Gin Gin Cys Aiq GLu Leu Asn Phe 
-30 -25 -20 

TGG ACT CGG GAA CCT TGG ATT CTT GTT CTG CCT CTG CCA CTT ACT GTG 153 
:-p :;sr Arg Glu Pro Tro lie Leu Val Leu Ala Leu Fro Leu Thr Val 
-15 -10 -5 
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TGG CCT TGG CTC TCC CCG GAG GCT CAG CCC C::T CTG 
Trp Pro Trp Leu Ser Pro Giu Ala Gin Pro Pro Leu 
I 5 10 



( V ) : K :ORMAT I ON FOR SEQ I U NO : 2 2/: 

(I) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 373 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) D^OLECULS TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISK: Horr.o Sapiens 

(?) TISSUE TYPE: Caacerous picstdte 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 308. .370 

(C) IDENTIFICATIOH METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 404 . .4 66 
id AA.1S3879 
est 

{ix; FEATURE: 

(A) NAME/KEY: sig_peptid9 
(3) LOCATION: 110 . .154 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.5 

seq AVL,LAL1MAGLAL/QP 

(XI} SEQUENCE DESCRIPTION: SEQ ID NO: 222: 



AACTGGCTCC AGGA.A.i^CCCG CTGGTGTTGA CTGTGGGCAG TCCAGCCTCT CCCCATTTGA 50 

GGCCATATAA ANNACCTGAG GCCCTCTCCA CCACACCCCA CCAGTGACC ATG AAG GCT 118 

Met Lys Ala 
-15 

GTG CTG CTT GCC CTG TTG ATG CCA GGC TTG GCC CTG CAG CCA GGC ACT 166 
Val Leu Leu Aid Lea Leu Met Ala Gly Leu Ala Leu Gin Pro Gly Thr 
-10 -5 1 

GCC CTG CTG TGC TAG TCC TGG ARR GCC CAG GTG RGC A^\C GAG GAC TGC 214 
Ala Leu Lgu Cys Tyr Ser Trp Xaa Ala Gin Val Xaa Asn Glu Asp Cys 
^ ^5 ^ 10 ' 15 20 

CTG CAG GTG GAG A.AC TGC ACC CAG CTG GGG GAG CAG TGC TGG ACC GCG 2 62 
Leu Gin Val Gl:j Asr. Cys Th.r Gin Leu Gly Glu Gin Cys Trp Thr Ala 
25 30 35 

CGC ATC CGC GCA GIT GGC CTC CTG ACC GTC ATG AGC PJ^S^ GGC TGC AGO 310 
A-:: Arg Ala Va: Gly Leu Lgu Tiir Val lie Ser Lys Gly Cys Ser 

^0 ^5 5 5 
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TTG AAC TGC GTG GAT SAC TCA GAG GAG -yAC: 
L^u Asn Cys Val Asd Xaa Ser Gin Asp Tyr 
' 60 



GT'^ G3C A„AG A.AG AAC 
Val Gly Lys Lys Asn 
6 5 



356 



\TC ACG TGC TGT GAC 
:ie Thr Cys Cys Asp 

70 



373 



{?.) INfORMATIOM FOR SEQ ID NO: 22 3: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 249 base pairs 

(B) TYPE; NUCLEIC ACID 

(C) STRANDEDNESS : DOOBLE 

(D) TOPOLOGY: LINEAR 



Ui) MOLECULE TYPE: CDMA 



[VI ) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

{") TISSUE TYPE: Normal prostate 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1 . .24 7 

(C) IDENTIFICATION METHOD: olastn 

(D) OTHER INFORMATION: identity 100 

region 1 . ,247 
id AA165578 
est 



(iK) FEATURE: 

(A) NAME/KEY: sig_peptidc 
(3) LOCATION: 4.. 5 1 

[O IDENTIFICATION METHOD: Von Hei]ne matrix 
(D) OTHER INFORMATION: score 7.1 

seq QACLLGLFALILS/GK 

Mxi) SEQUENCE DESCRIPTION: SEQ ID NO: 223: 



AG A 



Ser 



ATG 
Met 



GGC 
Gly 
1 

CCA 
Fro 



GGA 
Gly 
-15 

AAA 
Lys 



GGC 
Gly 



CTC 
Leu 



TGC 
Cys 

TGG 
Tro 



CA.A GCC 
Gin Ala 



ACT TAG 
Ser Tyr 
5 

GTG TCC 

Val S-2r 
20 



TGC CTC CTA 
Cys Leu Leu 
-10 

AGC CCG GAG 
Ser Pro Glu 



CTG GGC CGT 
Leu Gly Arg 



GCG CTC TTT GCC CTC ATC CTC 4 0 

Gly Leu Phe Ala Leu lie Leu 
-5 

CCC GAC GAG CGG AGG ACG CTG 9 5 

Pro AsD Gin Arg Arg Tr,r Leu 

lb 15 

GCG GAC CCT GAG GAA GAG CTG 144 
Ala Asp Fro Glu Glu Glu Leu 
25 30 



CTC 
leu 



ACC 
Thr 



GCC CTG AGA GAG CAG AAT GTG GAA AGA CTC TCG GAG 
Ala Leu Arg Gm Gla Asn Val Glu Arg Leu Ser Glu 
40 4 5 



152 



^.Z Z GTG CAC 



ICT GTG TCG GAT CCC AGC TCT CCT C?-J\ 



SGA ?J^\ TAC 



2 Z 
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204 

Lc:. Val Gin Al.a V,.l Ser Asp Pro :;er Ser Pro Gin Tyr Gly -Lvi Ty^ 
50 5S 60 

CTG «c:c: CG"; 24 9 

Lei: Thr Arrj 

/- r 



■2) INFORMATION FOR SEC ID NO: 224: 

■; 1) SBQUENCE CHARACTERISTICS: 

(A) LENGTH: 382 base pairs 
(R) TYPE: NUCLEIC ACID 
(C) STR^fliNDEDNESS : DOUBLE 
(Dj TOPOLOGY: LINEAR 

(11} MOLECULE TYPE: CDNA 

fvi) ORIGINAL SOURCE; 

tA) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) EEAT'JRE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 14 1 .. 361) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 14 6.. 366 

id H19708 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 143 . .264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 143 . .264 

id H20045 

est 

-(XX) FEATURE: 

(A) NAME/KEY: other 

(Bj LOCATION: 1,.74 

(C) IDENTIFICATION METHOD; blastn 

ID) OTHER INFORMATION: identity 100 

region 4.-77 
id H2004 5 
est 

dx] FEATURE: 

(A) N.AME/KEY: other 

(B) LOCATION; 143.. 382 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 8 . .247 
Id C1S772 
est 



Ux) FEATURE: 

■;A) MA:-'E/KEY: other 
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LOCATION: 157 . . 341 

IDENTIFICATIOM METHOD: nlas^^. 

OTHER INfCRK^VTION : icentity 98 

region 1 . . 1 3 j 
id H6724C 



FEATURE: 

(A: NAME/KEY: cCher 

(B; LOCATION: 3-^0.. 38 2 

(C; IDENTIFICATION METHOD: blastn 

(Dl OTHER INFORMATION: icent^t:y lU.) 

region ly 5 . . 22 
ic H6'24G 
est 



(ix) FEATURE: 

(A) M.AME/KEY: other 
[Bl LOCATION: 172.. 382 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: ice-ntity 97 

region 1 . . 2 I ! 
id HUM4U6E11B 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 

(B) LOCATION: 2., 88 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 7 

seq LG3GLGLSFGT3S/GR 

{Xi) SEQUENCE DESCRIPTION: SEQ ID NO; 224: 



AT3 AGG CCG GGG CAG GTC TCC CTC CTG GGT CCT GAT GCT GTT TCT GIG 4 9 
J-^.et Arg Pro Gly Gin Val Ser Leu Leu Giy Pro Asp Ala Val Ser Val 
-25 -20 ' -15 

TC GGC TCT GGC TTG GGC CTC AGC CCT GGC ACC AGC TCT GGC CGC AAC 97 
eu Giy Ser Gly Leu Gly Leu Ser Pro Gly Thr Set Ser Gly Arg Asn 
-10 -5 1 

CT GAC CCT GGC TCT GGG CCG GGC ACT CTG CCG GRT YCC AGC DTC CAA 145 
ro Asp Pro Gly Ser Gly Pro Gly Thr Leu Pro Xaa Xaa Scr Xaa Gin 
5 10 15 

-C CCC TCC CCG GCT CCA GAT CCA CCC CCA GCC CTA C"C CTG TGG AAT 19 j 

..^n Pro Ser Pro Ala Pro Asp Pro Pro Pro Ala Leu Leu Leu Trp Asn 
20 25 30 35 

TT CTG ACC CAA AGG CTG GGC ACG ACG CTG GTC CCG ACC TTG TGC CCA 24 1 
5u Leu Thr Gin Ary Leu Giy Thr Thr Leu Val Pro Thr Leu Cys Pre 
40 45 50 



CAG ACC TTG ATC CTG TGC CCA GCC CAG ACC CTG ATC CTG TGC CCA 23 9 

-a Gin Thr Leu lie Leu Cys Pro Ala Gin Thr Leu lie Leu Cys Pro 

5 5 60 65 

GC CTG ATC CCA ACC CTG TGT CCT GCC CTG AT-^C CCT GTT CTC CCA STC 3 37 

L^u lie Pro Thr Leu Cys Pre Ala Leu Xaa Pro V=.i Leu Pro Xai 
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7C 



80 



GTG GCA CTG TCA GCZ CAG CCC TGC CTA CCG GCG AGA GTC CAG AGT 
Val Ala Leu 5cr Ala Gin Pro Ser Leu Pro Ala Arg Vai Gin Ser 
8S '^^ 5^ 



(2) INFOm-^iTION TOR SEQ ID NO: 225: 

(i) SEQUENCE CHAR-^.CTERISTICS: 

(A) LENGTH: 133 base pairs 

(E) TYPE: NUCLEIC ACID 

(C) STF(ANDEDKE3S : DOUBLE 

(D) TOI^OLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

[A} ORGANISM: Hono Sapiens 

[F] TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

;A) NAMr;/FCt:Y : other 

(B) LOCATION: canplement ( 2 . . 139 ) 

(C) IDENTIFICATION METHOD: blastn 
;D} OTHER INFORMATION: identity 96 

region 135 . .272 
id HSB82C022 
est 

(ix) FEATURE: 

(A) NAME /KEY: 5ig_peptide 

(B) LOCATION: 10. . 10 3 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 6.8 

seq FTSASLLLPMSTG/MP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 225: 



ATT.ATTTAT ATC; ATT AAC CCC TCA GTC CCT AGO AAG TCA AAT TCC CAT CCG 51 
Met lie Asn Pro Ser Val Pro Ser Lys Ser Asn Ser His Pro 
-30 -25 -20 



TTT TTA TCT ACA GTA ATG TTC ACC TCT GCA TCA CTG CTG CTT CCC ATG 
Phe Leu Ser Thr Val Met Phe Thr Ser Ala Ser Leu Leu Leu Pro Met 
-15 -10 -5 

TCT ACA GGC AI'G CCA ACT CAA A.AC TGT TTT ACC CCA .^AG 
t^^r Thr Gly Met Pro Thr Gin Asn Cys Phe Thr Pro Lys 
1 5 10 



99 



l35 



(2) IN FORMAT rOM FOR SEQ ID NO; 226: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 06 base pairs 

TYPE; NCCLEIC ACID 
• .STPANDEDNESS: DOUBLE 
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Ui) MOLECULE TYPE: CDNA 



;vi) ORIGIt^L SOURCE: 

(Ai ORGANISM: Homo Sapiens 

(F: tissue TYPE: Cancerous prostate 

FEATURE: 

(A; NAME /KEY; other 

(B; LOCATION: 138.. 186 

(C) IDENTIFICATION METHOD: blastn 

(D; other INFORMATION: identity 91 

region 14 . . 62 
id AA1U755 
est 



fix) FEATURE: 

(A; N.aj^E/KEY: sig_pepticie 
(3) LOCATION: 83 . . 286 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D; other INE0RR!\TICN: acore 6.7 

seq lACLAWWIGCGSG/XN 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 226: 



A.AAGACTTTG CG.\^SGCTGC GCTCGCGCCC GGATCCCTCA GGCGGCTGCA GGCTTCAGCC 60 



TGCG2TGGTT GGTGAAACAG AG ATG TCA GAA AAG GAG AVC ?J\Z TTC CCG CGA 112 

Met Ser Glu Lys Glu Xaa Asn Phe Pro Pro 
-65 -60 



CTG 
Leu 



:CC AF.G 
Pro Lys 



TTC ATC CCT 
Phe lie Pro 
-55 



GTG AAG CCC 
Val Lys Pro 
-50 



TGC TTC TAC CAG 
Cys Phe Tyr Gia 



AAC TTC TCC 
Asn Phe Ser 
'AS 



160 



GAC 
Asp 



GAG ATC 
Glu lie 
-40 



CCA GTG GAG 
Pro Val Glu 



CAC CAG GTC 
His Gin Val 
-35 



CTG GTG AAG AGG 
Leu Val Lys Arg 
-30 



ATC TAC CGG 
lie Tyr Arg 



208 



IL- 
LS u 



TGG ATG 
Trp Met 
-25 



TTT TAC TGC 
Phe Tyr Cys 



GCC ACC CTC 
Ala Thr Leu 
-20 



GGC GTC AAC CTC 
Gly Val Asn Leu 
-15 



ATT GCC TGC 
Zle Ala Cys 



256 



CTG 
Leu 



GCC TGG 
Ala Trn 



TGG ATC GGC 
Trp lie Giy 
-5 



GGA GGC TCG 
Gly Gly Ser 



GGG NKB AAC TTC 
Gly Xaa Asn Phe 
1 



GGC CTG GCC 
Gly Leu Ala 
5 



304 



TTC 
Phe 



GTG TGG 
Val Tro 



CTG CTC CTG 
Lea Leu Leu 
10 



TTC ACG CCT 
Phe Thr Pro 
15 



TGC GGC TAC GTG 
Cys Gly Tyr Val 



TGC TGG TTC 
Cys Trp Phe 

20 



352 



Pre Va . 



CAG AAG GCC 
Tyr L,ys Aia 



TTC CGA GCC 
Phe Arg Aia 
30 



GAC AGC TCC TTT 
.^sp Ser Ser Phe 
35 



A.AT TTC ATG 
Asn Phe Met 



400 
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(2) information: for SEQ id NO: 227: 

;i) SEQUSNCF CHARACTERISTICS: 

;A) LENGTH: 34 7 base pairs 
;B) TYPE: tJUCLEIC ACID 
[C} STRAMDEDNESS : DOUBLE 
■:D) topology ; LINEAR 



MOLECULE TYPE: CDNA 



;vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



,;ix) FEATURE: 

(Ai NAME /KEY: other 
(B) LOCATION: complement ( 68 13 1 ) 
(Ci IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION; identity 95 

region 3 92. .455 

id W22335 

est 



(IX) FEATURE: 

fAi NAME /KEY: other 

(3) LOCATION: 288.. 34 7 

(C} IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 9 . . 68 
id H70453 
est 



(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: 159.. 227 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 
OTHER INFORMATION: score 6.7 

seq ILRLYFFLQLAHS/GY 

-ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 227: 
ACGAWGGT .^i.TTGACATCT TGGT7GGAAC ACCTGGTCGT ATCAAAGACC ATCTGCAGAG 



60 



TGGCCGATTG GATCTTTCTA AACTGCGACA TGTTGTGCTT GATG.^^GTGG ATCAGATGTT 120 

AGATTTAGGT "TCGCTGAAC ^AGTTGAAGA TATTATTC ATG PAT CCT ACA AA.^ CTG 17 6 

Met Asn Pro Thr Lys Leu 

-20 

ATT CTG AP.G ACA ATC CTC AGA CTT TAG TTT TTT CTG CAA CTT GCC CAC 224 
He Leu Lv3 Thr He Leu Arg Leu Tyr Phe Phe Leu Gin Leu Aia Hia 

A.GT GGG T.V" AC.H AAG TTG CAA AAA AAA TAG ATG AAA TCC AGA TAT G^^A 27 2 
S-r Gly Tyr Tnr Lys Leu Gm Lys Lys Tyr Met Lys Ser Arg Tyr Glu 
I 5 10 IS 



CAG GT' 



:TT GGR AA-^i. ATG WCT CAA AAG GCT GCA ACT ACT GTG 320 
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'31n Vai Aso leu Va 1. GLv Lys Mo. Xcia Gi:i Lys Ala Ala Thr Thr Val 
20 25 30 



GRA CAT TTG GCC ATC GAG TGT CAT TGG 
Xaa His Lea Ala He Gin Cys Kls Tip 
35 40 



3^17 



(2) INFORKATION FOR SF/Q ID NL); ..VH: 

(i) 5F.QUENCE CHARACT ERT I CS : 

(A) LENGTH: 406 bise pairs 

(B) TYPE: NUCLEIC ACID 

(C) STE^ANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VL) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 12 . . 70 

CO IDENTIFICATION METHOD: blastn 
(D) OTHER INroRK.ATION: identity 9 6 

region 1 . . 5 9 
id AA013305 
est 

(ix) FEATURE: 

(A) KAME/KEY: other 

(B) LOCATION: 197.. 25C 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORt^TION: identity 100 

region 189. . 242 
id ;i_A013305 
est 

tlx) FEATURE: . 

(A] NAME/KEY: other 

(B] LOCATION: 2 5 0.. 2 97 

(C] IDENTIFICATION METHOD: blastn 
(□) OTHER INFORMATION: identity 97 

region 243. .290 
id AA013305 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 136. . 199 

(CI IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION: identity 9B 

region 236. .299 

xd R4B472 

est 

;i...} FEATURE: 

;A) NA:^E/KEY: other 
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(B} LOCATION: 37 . .101 

(j; IDENTIFICATION METHOD: blastn 

(T)} CTrlBR INFORMATION: identity 9G 

region 135 , . 199 

id R48472 

est 

(IX/ feature:: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION : 38 . . 106 

(C) IDENTIFICATION METHOD: Von Hei^n-- matri;< 

(D) OTHER INFORt<ATION: score 5.7 

seq SXXCFVSVPPA-nA/IP 

(XI t .'^F.QUENCE DESCRIPTION: SEQ ID NO: 22 -J: 



AACCCGGGAC CGAGCTGGGG TCTTGGAGGA AGAGAGG ATG GCG TCG TCG ACC OCT 55 

Met Ala Scr Ser Scr Pro 
-2C 



AC TCG CCA TGT TCC TGS NAC TGC TTT GTC TCC GTG CCC CCG GCC TCA 103 
Asp Ser FrD Cvs Ser Xaa Xaa Cys Phe Val Ser Val Pro Pro Ala Ser 
-1:. ' -10 -5 

GCC ATC CCG GST GTG AKC TTK GCC NNH AAC TCG GAC SGA CCC CCG GAC 151 
Ala lie Pro Xaa Val Xaa Xaa Ala Xaa Asn Ser Asp Xaa Pro Arg As? 

1 5 10 15 

GAG GTG CAS GAG GTG GTG TTT GTC CCC GCA GGC ACT CAC ACT CCT GGG 199 
Glu Vai Gin GIu Val Val Phe Val Pro Ala Gly Thr His Thr Pro Gly 
20 25 30 

AGC CGG CTC CAG TGC ACC TAC ATT GAA GTG GAA CAG GTG TCG AAG ACG 24 7 

Ser Arg Leu Gin Cys Thr Tyr He Glu Val GIu Gin Val Ser Lys Thi 
35 40 45 

CAC GCT GTG ATT CTG AGC CGT CCT TCT TGG CTA TGG GGG GCT GAG ATG 2 95 
His Ala Vil He Leu Ser Arg Pro Ser Trp Leu Trp Gly Ala GIu Met 

50 5 5 60 

GGC Gl'V-J ACG AGC ATG GTG TCT GCA TTG GCA ACG AGG CTG TGT GGA CGA 34 3 
Gly Xaa T^.r Ser Met Val Ser Ala Leu Ala Thr Arg Lea Cys Gly Arg 
65 "70 75 

AGG AGC CAG TTG GGG AGG GCN GKN GCC CTS CTG GGC ATG GAC CTA CTC 391 
Arg Ser Gin Leu Gly Arg Ala Xaa Ala Leu Leu Gly Met Asp Leu Leu 

80 85 90 95 

AGG TGC AGA CCC TGC 4 06 

Arg Cvi Arq Pro Cys 
100 



(2) :MFj?.MAT:OM for SEQ id NO; 22 9: 

CEQ'JFNCF CHARACTERISTICS: 
;a; LEKGTH: 308 base pairs 

TYPE: NCCLEIC ACID 
:C} STP_^VNDEDNESS : DOUBLE 
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(D) TO PO LOG 'I : LLNh^AR 

(11) molecule; tyf^l cdna 

(vi) ORIGIMAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(F) TISSUE TYPE: Normal prostate 

[IK) FEATURE: 

(A) NAM^l/KEY: other 

(B) LOCATION : 128 197 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 97 

region 158 . . 227 
id AA249540 
est 

[ix) FEATURE: 

(A} NAME/KEY: other 

(B) LOCATION: 24 I.. 309 

(C) IDENTIFICATION METHOD: biastn 
OTHER INFORMATION: identity 92 

region 267 . . 335 
id AA2"1 9540 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 164.. 24 0 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 58 . .134 
id N45699 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(E) LOCATION: 128 161 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 23 . .56 
id N46699 
est 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: complement ( 224 .. 309 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 104 . . 189 

id W39777 

est 

{!■/.] FEATURE: 

(A] NAME/KEY: other 

(3} LOCATION ; 2 33 .. 30 9 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 96 

region 13 . .89 
id a;i.0 3 68 4 8 
est 



wo 99/06550 



212 



PCT/1B98/01232 



(ix; FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 233.. 309 

(C) IDENTinCATION METHOD: blastn 

[0) OTHER rNFOR^L^TION: identity 96 

region 13 . . 39 
id AA13 3513 
est 

(ix) ?EATUR£: 

(A) NAME/KEY: siy_peptide 
(3) LOCATION: 171.. 287 

(C) IDENTIFICATION METHOD: Von Heijne [:\atrix 

(D) OTHER INF0R:^-.^.TI0N: score 6.7 

ncq XLIAXLEPPGAMA/VR 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 229: 



CATTATTCCT TTTCCATCGG AAGTGGCGCT CGTGCATTCA ACTTGTTCCC GCTCACGGA-^V 60 

CCCCTCTTTA AAAAGACGCA GGGCACCTGT GAGCGCAGGA GCGAGCCTAA GGCCACCCAG 120 

CGGCAGCGCC CGTGTCCTGG GCACTCAGCG TGCTGGGCAG AGCAGGTGCG ATG GSC 17 6 

Ket Xaa 

CCA GTCCTA GCA GCC CTC GCC CAT GTC CTG TGC CCT TAC ATG GCT CCC 224 
Pro Val Leu Ala Ala Leu Ala His Val Leu Cys Pro Tyr Met Ala Pro 
-35 -30 -25 

GGA CTG TGC AGG GAG CCG ATA CGT TTK CTG ATA GCA VTA CTG GF^A CCA 27 2 
Gly Leu Cys Arg Glu Pro lie Arg Xaa Leu lie Ala Xaa Leu Glu Pro 
-20 -15 -10 

CCG GGT GCG ATG GCA GTK AGG AGA CTG CCC AGT GCC 30B 
p^o Gly ' a Mer Ala Val Arg Arg Leu Pro Ser Ala 
"Is " 1 5 



(2} IMFORR^TION FOR SEO ID NO: 230: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 327 oase pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

ill) MOLECULE TYPE: CDNA 

;vi) ORIGINAL SOURCE; 

;A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(i;-:) FEATURE: 

(A) WAME/KEY: other 

(B) LOCATION: 19.. 327 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 99 

rogion 1 . .309 
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id C1684C 
es 1 



(ix) FEATURE: 

(A) NAME/KEY: ether 

;b) location:: 75.. 104 

;C) IDENTIFICATION METHOD: blastn 
(D) OTHER IN'FCRMATICN: identity 96 

region 303. . 332 
id R40385 



(ix) FEATURE: 

■;A> NAME/KEY: 3iy_peptide 

[B) LOCATION: 73.. 207 

[C) IDENTIFICATION METHOD: Von Hcijne rr.acrix 

[D) OTHER IMFORK/vTION : score 6.7 

seq PMLGLA.AFRWIWS/RE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 230: 



A.AA.AGCGGAC CCGCGGACGG TGGCGTCA.^G GGAACGCTGA GGTCCCGCGC TCCCCGACCG 60 

AGGTATATCT CC ATG AA.C CTA A.M GAT CCC CCA AAT TGG A-Af ATC CGG 111 

Met Asn Asn Leu Asn Asp Pro Pro Asn Trp Asn lie Arg 
-45 -40 -35 

CCT AAT TCC AGG GCG GAT GGT GGT GAT GGA AGC AGG TGG A.AT TAT GCC 15 9 
Pro Asn Ser Arg Ala Asp Giy Giy Asp Gly Ser Arg Trp Asn Tyr Ala 
-30 -25 -20 

CTG TTG GTT CCA ATG CTG GGA TTG GCT GCT TTT CGT TGG ATT TGG TCT 207 
Leu Leu Vai Pro Met Leu Gly Leu Ala Ala Phe Arg Trp lie Trp Ser 
-15 -10 -5 

AGG GAG TCC CAG AAA GAA GTA GAA AAA GAG AGA GAA GCC TAG CGT CGG 2 55 

Arg Glu Ser Gin Lys Glu Vai Glu Lys Glu Arg Glu Ala Tyr Arg Arg 
15 10 15 

AGA ACT GCT GCT TTT CAA CAG GAT CTG GAA GCC AAG TAC CAC GCC ATG 303 
Arc: Th-r Ala Ala Phe Gin Gin Asp Leu Glu Ala Lys Tyr His Ala Met 
20 25 30 



rCA GAM A.AT CGG CGT GCT GTC 327 
lie Ser Xaa Asn Arg Arg Ala Vai 
35 40 



(2) INFOPi-lATION FOR SEQ ID NO: 231: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 381 base pairs 
[3) TYPE: NUCLEIC ACID 

(C) GTPANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(li; MOLECULE TYPE: CDKA 
(VI- ORIGINAL SOURCE: 
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(A) ORGAMISK: Homo Sapier.s 

{F) TISSUr TYPE: Norrnai piostdie 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: conp iement ! 3 . . 2 97 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: i-:l.-ntiry 99 

rerjion l.,295 
:d Wb/719 
e5t 



(IX) FEATURE: 

(A) NAy.E/KEY: other 

(3) LOCATION: compl ement ( 3 7 . . 300 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 99 

region 10. .273 
ifi H04 97 9 
est 



(ix} FEATURE: 

(A) NAME/KEY: other 

[3} LOCATION: complement ( 7 .. 4 1 } 

(C) IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATION: iaontrty 97 

region 270 . . 304 

in H04 97 9 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 37 2 95 ) 

(C) IDENTIFICATION METHOD: blastn 
[C) OTHER INFORMATION: identity 99 

region 7 . . 2 55 
Id H10390 
est 



(ix) FEATURE: 

(A» NAME/KEY: other 
(B) LOCATION: complement ( 2 4 1 } 
[C( IDENTIFICATION METHOD: blastn 
[D) OTHER INFORMATION: identity 97 

region 262 . .301 

id H103g0 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: compienient ( 1 -1 2 . . 2 9 5 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORt-lATION: identity 99 

region 1 . . 1 5-3 
id W4275S 
est 



(IX) FEATURE: 

(A) NAME /KEY: other 

(3; LOCATION: conpiement ( 2 . . L 41 1 

(C) IDENTIFICATION METHOD: blastn 
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[0) OTHER INFOF^TIOM: identity 100 

i eq±oii 1 5 6 .. 2 9 J 

id W4 27 65 

est 



■:_x) FEATURE: 

(A) NAME/KEY: Other 

(3) LOCATION: complement ( 5 5 .. 2 38 ) 

(C) IDENTIFICATION METHOC: oiastr. 

(D) OTHER INFORMATION: laer.tity 3B 

region 71 . .254 
id R39116 
es t 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complemeat ( 2 5 5 . . 2 97 ) 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity lOO 

region 1 G . , 52 
id R39116 
esc 



(IX) FEATURE: 

(A) NAME/KEY: 5ig_peptidG 

(B) LOCATION: 295.. 351 

CC) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.6 

sec .AALCSLFFFLSLQ/EI 

(XI) SEQUENCE DESCRIPTICK: SEQ ID NO: 2 31; 



ACGTTAGGGG GCCAGGGAGA TGTGACTGAG GCTGGCTTTC CACGTG.AATC AGACGGGGTC 60 

GGTGGAGGGT TTGGTGCTAC AGCCAGTCAG AAGATTTGCA .AATGCGAACA CATTCCTGTG 120 

TGAGGGACGT TACCCTTTGT CAGTTATTGT GAATATGTGT ATTTTAAGCA AT.^U^GATTCA 180 

GCTGGTCAGA CTTTTCTGGG CAGTCTCAGT GACGCATTTC CTGTGCTGTG .ATTGTTCTGA 240 

AGACAGAGTG GCTCTAACCA CTGTGAGAAG CCCA.AATAA-A AATTGATCCC .AAAA ATG 2 97 

Met 

CTA CTG CTC TTT CTT GCT GCA CTT TGT TCC CTC T7C TTC TTC CTC AGT 34 5 
Lgu Leu Leu Phe Lei: Ala Ala Leu Cys 3er Leu Phe Phe Phe Leu Ser 
-15 -10 -5 

CTT GAG GAA ATT GCA CCT CAA GAT CCC AAA CCA GGG 381 
Leu Gin Glu He Ala Pro Gin Asp Pro Lys Pro Giy 
1 5 ' 10 



(2) HL^ORMATION FOR SEQ ID NO: 2 32: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 178 base pairs 
!B) TYPE: NUCLEIC ACID 
!C) STRANDECNE3S ; DOUBLE 
(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE ?YP?.: CDNA 



(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Hono Sapiens 

(F) TISSUE TYPE: Normal prostate 



{IX) FEATURE: 

{A) NA>:E/KEY: other 
(E) L(X:AT10W : 17 . . ITS 

(C) IDENTIFICATION METHOD: blasta 

(D) OTHER INFORMATION: identity 91 

region 1 . .159 
id W51023 
est 



(iK) FEATURE: 

(A) NAHE/KEY: other 

(B) LOCATION: 42 . . 173 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATIOM: identity 98 

region I . .132 
id T61976 
est 



(ix) FEATURE: 

[A) NAI^E/KEY: 3ig_peptide 

[B) LOCATION: 2.. 14 2 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.5 

seq IIVCLFAFLVAHC/FL 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 232: 



T ATG TTA TTC CTT GGC AAG GTG CTG ATA GTC TGC AGC ACA GGT TTA GCT 
Met Leu Phe Leu Gly Lys Val Leu He Val Cys Ser Thr Giy Leu Ala 
-4d -40 -35 



49 



GG3 ATT ATG CTG CTC AAC TAG CAG CAG GAG TAC ACA GTA TGG GTG CTG 
Glv He Met Leu Leu Asn Tyr Gin Gin Asp Tyr Thr Val Trp Val Leu 
-30 -25 -20 



97 



CCT CTG ATC ATC GTC TGC CTC TTT OCT TTC CTA GTC GCT CAT TGC TTC 
Pro Leu lie He Val Cys Leu Phe Ala Phe Leu Val Ala His Cys Phe 
-15 -10 -5 1 



14! 



CTG TCT ATT TAT GAA ATG GTA GTK GAT GCG AGG 
Leu S-r He Tvr Glu Met Val Val Asp Ala Arg 

's 10 



17? 



[2] INFORMATION- FOR SEQ ID NO; 2 33: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 319 base pairs 
{B; TYPE: NUCLEIC ACID 
(C; STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE ?Y?H;: CDNA 

(VI) ORIGINAL SOURCE: 

CA) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURP,: 

(A) NAME/KEY: otner 

(B) LOCATION: cornplenent ( 2 . . 32 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity IOC 

region 59. . 378 
id AA0458I5 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 95. .244 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .15 0 
id R13658 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATIO^J: 240.. 321 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 147 . . 228 

id R18658 

est 

(ix) FEATURE: 

(A) N.AME/KEY: ctner 
(3) LOCATION: 95.. 321 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFCEIMATION; identity 100 

region 1 . .227 
id R14615 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 2 .. 200 } 

(C) IDENTIFICATION METHOD: blastn 
;D) OTHER INFORMATION: identity 100 

region 3 . .201 
id N95174 
est 

(IX) Fl.ATURE: 

(A) NA^:!;/KEY: other 

(E) LOCATION: cooplejient { 3 6 . . 1 97 ) 
(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 98 

region 5 . .169 
id N93742 
est 
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(A) NAKE/KHY: other 

(B) LOCATION: conp i emenr ( V . . 4 4 ) 
[O IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

r eqion 1 66 . . 2C 3 

id N93742 

est 



(ix) FEATURE: 

;A) NAME/KEY: sig_pGotiae 
(B} LOCATION: 191.-304 

(C) IDENTIFICATION METHOD: Von Heiine ra^atrix 
;D) OTHER I^1F0R^^ATI0^] ; score 6.3 

seq LLLLVHSFWFTVC/T? 

(xi) SEQUENCE DESCRIPTION; SEO ID NO: 233: 



A.J1.GACTCATA GAGATT/^JLAT GATCACTATG GTCCTTCTTC TGTT.^W^TGG AGCCAAAGAC 60 

GCCTATGTTG TTCTGAAGTC TTGTAATGTT TA^VCTTCTGA GAA.CTTAGAT TAGTGGTGTG 120 

ATGATAGAGT CTGTATAACG CATTGAAAAG GGTATCAGGC TTAGTTATTT ATCCAATAA.^ 180 

TATTTATTGT ATG CAG GGT ATT CCT ATT TTA ACT CCT GTG ACA ACA CAA 22 9 

Met Gin Giy lie Pro lie Leu Thr Pro Val Thr Thr Gin 
-35 -30 

AGC ATA GCG ATT TCC ATA GTT CTA ACT GT? CAG GGT CTG CTC CTC CTG 277 
Ser lie Ala lie Ser He Val Lea Thr Val Gin Gly Leu Leu Leu Leu 
-25 -20 -15 -10 

GTA CAC TCT TTT TGG TTC ACT GTA TGT ACT CCT GTT GTC TTT 319 
Val His Ser Phe Trp Phe Thr Val Cys Thr Pro Val Val Phe 
-5 1 5 



12) INFORMATION FOR SEQ ID NO: 234: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 360 base pairs 

(B) TYPE: NUCLEIC ACID 
CO STRANDEDNSSS: DOUBLE 
[D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(:) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: Other 

(3) LOCATION: complement ( i 3 1 3 60 } 

(C) IDENTIFICATION METHOD: blastn 
(J) OTHER INFORMATION: identity IOC 

region 4 5. .274 
id M7 3 4 02 
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(ix) FEATURE: 

(A) NAME/KEY: othei 

(B) LOCATION: complement ( 57 23^ } 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORt^.TION: identity 100 

region 10 . . 187 
id H047S6 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; corr.plement ( 7 . . 4 3 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMA.TION: identity 97 

region 201 . .237 

id H047a6 

est 

(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION; complement { 57 234 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMA.TIOH: identity 93 

region 10 . . 187 
id H17073 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement { 7 4 3 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 201 . .237 

id H17078 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 57 2 1 7 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 1 . .161 
id HSC0UC022 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: ccmplerrient (1 . . 4 3 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity IOC 

region 175. .217 
id HSCOUC022 
est 

(IX : FEATURE: 

(A) KAME/KEY: sig_peptide 

(B) LOCATION: 193-. . 279 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq LFCVLLSLRPHTS/GT 



PCT/1B98/01232 

WO 99/06550 220 

;xi) SE:QUENCE DESCRIPTION: SEQ ID NO: 234: 

AC.V.3ATTTT CC^^^CCTTGC: TGGCTACTTT AGTTTGGGAC CTGTTTT7TT TCTCATTTGA 60 

TTTTGCTTCT GCAGAAAATA GTTTCCAGCA CATGGATTGA TCTCAGAGAC A^TGAGGCTC 120 

A(;7r:r:GGAr AGTCTGTTTT CTCTGAGCAT CTTGGCCAii.C TAGTArGC/:'.; .AAATTATTGA IBO 

GTGGATCATG TCTTGGAA A?G GAG AAC TTC TGC CAC CAC T FG Gr'T ATT T3C 231 

Met Gin Asn Phe Cys His His Leu Ala lie Cys 
-25 -20 

ACA GTC ATO TTG TTC TGT GTC CTT TTA TCT CTC AGA CGA CAC ACA TCT 27 9 
Thr Vsl lie Leu Phe Cys Val Lea Leu Ser Leu Arg Pro His Thr Ser 
-15 -10 -5 

GGA ACG CTG TGG GCA TCT TCT GCC CAT GGG CTC CAT TIG GCA OCT GCT 32 7 
Gly Th- Leu Trp Ala Ser Ser Ala His Gly Leu His Leu Ala Pro Ala 
i ~ b 10 1^ 

GAG CCA CAG TTG TCC TGC TGG ATG TGC TGT GCA 3 60 

Glu Pro Gin Leu Ser Cys Trp Met Cys Cys Ala 
20 25 



[2) INFORMATION FOR SEQ ID NO: 23 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 438 base pairs 

(3} TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{:) TISSUE TYPE: Cancercus prostate 

-(ixl FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 135.. 426 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOEUyiATION : identity 97 

region 35 . .32 6 
id H97426 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 92 . . 316 

(C) IDENTIFICATION METHOD: blastn 

[D] OTHER INFORMATION: identity 9 5 

region 14 . .2 38 
id W44834 
est 

:ix) FEATURE: 

iA) }lPjyiE/KEY: other 



wo 99/06550 



221 



PCT^B98/01232 



;R.) location : I 2 ; . , 177 

:C) lOENTinCATION METHOD: olastn 

;D| other :n'F0P>1AT:cN: identity 96 

region 4 . . 54 

id R57989 

est 

[IX) FEATURE: 

:A) NAME/KEY: other 

;B) LOCATION: l = 2 . .211 

:C) IDENTTnCATTOH METHOD: blastn 

:D) other INFORMATION: identity 93 

region 62 . . 91 

id R57989 

est 

iiK) FEATURE; 

(A) NAME/KEY: other 

;B) LOCATION: complement ( 23 7 3 1 6 ) 
iC) IDENTIFICATION t^ETHOD: blastn 
(D) OTHER IWrCRM^lTION: identity 96 

region 35 5. .414 

id N9380o 

est 

fix) FEATURE: 

(A) NAME/KEY: sig_pGptide 
(3) LOCATION: 34.-225 

[O IDENTIFICATION METHOD: Von Hei3ne matrix 
[D) OTHER INFORMATION: score 6,3 

seq VLMRLVASAY3IA/QK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 

A^^GTTTCCCG CATGCTCAGT AGCTGAGGTA GGG ATG CCA TCC TTC TCA AAA GAG 5 4 

Met Pro Ser Phe Ser Lys Asp 
-60 

GGA CAC VMC GRR GGR t<CT GGG 1C2 
Giy His Xaa Xaa Gly Xaa Gly 
-45 

CTG AAG TGT CTT TGG TCC AAC 150 
Leu Lys Cys Leu Trp Ser Asn 
-30 

AGT AAC ACT GTG TTG ATG CGG 193 
Ser Asn Thr Val Leu Met Ara 
-15 ~10 

CA^L AAG GCA GGA ATG ATA GTC 24 6 
Gin Lys Ala Gly Met lie Val 
1 5 

GGT ATT GTG GAG AAG ACC TGT 2 94 

Gly lie Val Glu Lys Thr Cys 
20 

CGA TTG GCA CAG ATG AGC ATA 3 4 2 

Arg Leu Ala Gin Met Ser fie 



TTA TTG ACA GTG CCA AAG CTC GGT ACT 

Leu Leu Thr Val Pro Lys Leu Gly Thr 
- -55 -50 

TCC TAG GAT RAC GCG CTT KTG CTC CTC 

Ser Tyr Asp Xaa Ala Leu Xaa Leu Leu 

-40 -35 

GTT GTT CCA GAG TGT ACC ATG GOT TCC 

Vdl Val Pro Glu Cys Thr Met Ala Ser 
-25 -20 

TTG GTA GCC TCC GCA TAT TCT ATT GCT 

Leu Val Ala Ser Ala Tyr Ser lie Ala 
-5 

AGA CGT GTT ATT GCT GAA GGA GAC CTG 

Arq Arg Val He Ala Glu Giy Asp Leu 
10 15 

GC.'', ACA GAC CTG CAG ACC PJ^h GCT GAC 

Tr.r Asp Leu Gin Thr Lys Ala Asp 
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25 35 

TGT TCT TCA TT'o GYM BGG AA.^. TTC CCC AAA CTC RNH ATT ATA GGG GAA J 'J'.' 

Cyo Ser Scr Lea Xaa Xaa Lys Phc Pro Lys Leu Xaa lie He Gly Glu 



40 



4 5 50 



GAG GAT CTG C::T TCT GAG GAA. GTG GAT CA.^ GAG CTG ATT GAA GAC AGK 4j; 
Glu Asp Ler. Prn 3er Giu Giu Val Asp Gin Glu Leu He Glu Asp Xa.i 
60 65 70 



(2) INFORMATION :0R SEQ ID NO: 236: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 310 base pairs 
(h) TYPE: NUCLEIC ACID 

(C) STR.i^NDEDNE3S: DOUBLE 

(D) TOPOLOGY; LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Hypertrophic prostate 



FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 7.. 113 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 98 

region 15 . .121 
id WQ4921 
est 



FEATURE : 

(A) NAME/KEY: Other 

(B) LOCATION: 114.. 220 

(C) IDENTIFICATIOM METHOD: blastn 

(D) OTHER INEORMATICK; identity 93 

region 121 . . 227 

id W04921 

est 



(ix) FEATURE: 

(Al NAME/KEY; other 

(B) LOCATION: 221 310 

(Ci IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 227 ..316 

id W04921 

est 



[lk] FE.^.TURE: 

,;A) name /KEY: other 
(3) LOCATION; conpiement { 1 14 . . 2 1 3 ) 
(C) IDENTIFICATION METHOD: blastn 
;D} OTHER INEORf^L^vTION; identity 98 

region 2 50. .35 3 

id N706C2 

est 
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{ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: ccryplement ( 32 . . 1 1 3 ) 

(C) lOEMTrFICaTIGN METHOD: blast a 

(D) OTHER INFORM^-VriON : identity 97 

region 359 . .440 

id 1110602 

est 



(ix) FEATURE; 

(A) NAME /KEY: other 

(3) LOCATION': corr^piement {261 . . 3 U ) 

(C) IDENTIFICATICN METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 164 . .214 

id N70602 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement (213 259) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 215 . . 261 

id N70602 

est 



(ix) FEATURE; 

(A) NAME/KEY: other 
(3) LOCATION: 114.. 194 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9 6 

region 59. . 139 
Id W70167 
est 



(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: 238.. 311 

fC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMJ\TION: identity 94 

region 183 . .256 

id W70167 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 55.. 113 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORt^ATION: identity 96 

region 1 . .59 
id W70167 
est 



(ix) FEATURE: 

(A) N.AME/KEY; other 

(B) LOCATION: 193.. 236 

(C) IDENTIFICATION METHOD: blastn 
I'D) OTHER INFORMATION: identity 95 

region 139 . . 132 
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id W7 0ifr; 
est 

(IX) FEATURE: 

(A) umS/KZY: other 

( l\) LOCATION: 221 . . 311 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 91 

region 165 . .2 55 

id W37690 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 114 . . 1B7 

(CI IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 53 . . 13 1 
id W37 590 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 5 6.. 1 13 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 58 
id W37690 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 135. .220 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 130 . .165 

id W3769C 

est 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION: 227 . .289 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 6.2 

seq LEt<LXAFASHIXA/RD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236: 



ATGGCAGCTT CCTTGGCTCG GCTTGGTCTG CGGCCTGTCA AA.CAGGTTCG GGTTC.AGTTC 60 

TGTCCCTTGG AGAAAAACGT GGAATCGACG AGGACCTTCV T5CAGACGGT GAGGCMGTGA 120 

G.A,AGGTCCGC TCGACTAATC TCAACTGCTC AGTGATTGCG GACGTGASGC ATGACGGCTC 180 

CGAGCCCTGC GTGGACGTGC TGTTCGG.AGA CGGGCATCGC CTGATT ATG CGC GGC 235 

Met Arg Gly 
-20 

G:T C.^^.T CTC .ACC GCT CTG GAA ATG CTC ANM GCC TTC GCC TCC CAC ATM 28 3 
-.1=1 ^!:-. i.e;: Thr Ala Levi Glu Met Leu Xaa Ala Fhe Ala Ser His Ilo 
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-15 



-10 



HGG GCC AGG GAG GCG GGG GGG AGC GGG 
Xaa Ala Arg Asp Ala Ala Gly Ser Gly 



(2; I>]FCRMAT10N FOR 3EQ ID NO: 237: 



(i; SECtUENCE CHARACTERISTICS: 

(A; LENGTH: 4 29 base pairs 
(B; Ti'PE: NUCLEIC ACID 
(C; STRANDSDNES2 : DOUBLE 
(D; TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(Vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

{?] TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 321.. 431 

(C) IDENTIFICATION METHOD: blastn 
(D; OTHER INFORMATION: identity 99 

region 186. .296 
id AA043558 
est 



(ix) FEATURE: 

(A) N.AME/KEY: other 

(B) LOCATION; 218 . .299 

(C) IDENTIFICATION METHOD: blastn 
{D) OTHER INFOP>LATION: identity 93 

region 83 . .164 
id AA04 3558 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17 3.. 230 

;C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFOR>LATrON: identity 100 

region 39. .96 
id AA043558 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1 31.. 2 99 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 97 

region 57 . .225 
id N5C523 
est 



( ix; 



FEATURE: 
(A) NAME /KEY; other 
(3) LOCATION; J21..4 31 
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(C) IDENTIFICATION METHOD: blastn 

(D) CTiiER INPORKATION: identity 98 

region 2 4 7.. 357 

id W50523 

est 

(1X1 FEATURE; 

(A) NAME /KEY: other 

(3) LOCATION: ccmplenent ( 4 5 . . 1 15 ) 

(C) IDENTIE ICATiON METHOD: blastn 

(D) OTHER IN FORMAT I ON: identity 9B 

region 1 . . 7 1 
id N5C523 
est 

(ix) FEATURE: 

(A) NA>!E/KEY: other 

(3) LOCATION: ccmplement ( 32 1 . . 4 3 1) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOm^JiTION; identity 98 

region 289. . 399 
id AA115605 
est 

(ix! FKATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement f 2 17 31 8 } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 403 . . 504 
id AA-115605 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: compleir.ent (166 . . 231 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRATION: identity 92 

region 4 91. .556 
id AJ\115605 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3} LOCATION: 172.. 313 

(C) IDENTIFICATION METHOD; blastn 

(D! OTHER INFORMATION: identity 9 9 

region 36. . 182 
id AA115129 
est 

(ix) FEATURE: 

!A) NAME /KEY: other 

(31 LOCATION: 321.. 4 31 

(C) IDENTIFICATION METHOD: blastn 

;C) OTHER INFORMATION: identity 98 

region IBu . .295 
id AAU5129 
est 



(i:-:) FEATURE: 
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(A) N;i>IE/KF.V: other 

(3) LOCATION : 174 .. 318 

(C) rD£N7I ?[CATION METHOD: biastn 

(3) OTHER INLT)RMATION: identity 9 9 

region 41. .13 5 
id AA035548 
est 



(ix; FEATURE: 

(A) N;i^E/KEY: other 

(3) LOCATION: 325.. 431 

(C) IDENTIFICATION iVIETHOD: biastn 

(D} OTHER INFORMATION: identity 99 

region 194 . . 300 
id AA035548 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptidc 
(31 LOCATION: 7.. 423 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 

(D) OTHER INFORMATION: score 5.2 

seq FGLLHQLSOCVTS/LE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237: 



AC.A.AGG ATG G.AA GTG GGC TTA CCG GCC ATT ACC CTC TTT CTC ACC AGC 4 3 

Met Glu Val Gly Leu Pro Ala lie Thr Leu Phe Leu Thr Ser 
-135 -130 

GCC AGC AGC CCT GTG GTG GCG ACG ACG ATG GAC CAG GAG CCA GTG GGC 9 6 

Ala Ser Ser Pro Val Val Ala Thr Thr Met Asp Gin Glu Pro Val Gly 

-125 -120 -115 -110 

GGT GTG GPJK CGA GGA GAA GCC GTC GCA GCC TCG GGA RCT GCG GCC GCC 14 4 

Gly Val Glu Arg Gly Glu Ala Val Ala Ala Scr Gly Xaa Ala Ala Ala 
-105 -100 -95 

GCG GCA TTC GGG G.AA TCT GCA GGG CAG ATG .AGT AAC GAA AGA GGC TTT 192 

Ala Ala Phe Gly Glu Ser Ala Gly Gin Met Ser Asn Glu Arg Gly Phe 
-90 -35 -80 

GAA AAT GTA GAA CTG GGA GTC ATA GGA AAA AAG AAG AAA GTC CCA ACG 24 0 

Glu Asn Val Glu Leu Gly Val He Gly Lys Lys Lys Lys Val Pro Arg 
-75 -70 -65 

AGA GTC .ATC CAC TTT GTT AGT GGT G.AA ACA ATG GAA GAA TAT AGC ACA 2 38 

Arg Val He His Phe Val Ser Gly Glu Thr Met Glu Glu Tyr Ser Thr 
-60 --b -50 

GAT GAA GAC GAH GTT GAT GGC CTG G.AG AJ\G NNG ATG TTT TGC CTA CTG 336 

Asp Glu Asp Xaa Val Asp Gly Leu Glu Lys Xaa Met Phe Cys Leu Leu 

-45 -40 -35 -30 

TTG ATC CGR CAJ\ AAC TTA CCT CCG GTC CCT ACT TAT GGT TTT .ACA TGC 384 

Leu He Arg Gin Asn Leu Pro Gly Val Pro Thr Tyr Gly Phe Thr Cys 
-25 -20 -15 

TTC GGG CTG CTA CAT CAA CTC TCT CAG TGT GTG ACT TCC TTG GAG 4 29 

Giy Leu Leu His Gin Leu Ser Gin Cys Val Thr Ser Leu Glu 
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I I^3F0RMATI0N FOR SEQ ID HO: 2 33: 



ix] SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 321 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUELK 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homa Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 102.. 322 

(C) IDENTIFICATION METflOO: blastn 

(D) OTHER INF0RI4ATI0N: ider.city 5 5 

region 31 . .251 
id T34679 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 176.. 322 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 104 . . 250 

id N34677 

est 



(IX) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 93.. 170 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 21 . .98 
id N34677 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 130. .312 

(C) IDENTIFICATION KETHOD: blastn 

(D) OTHER INFORM.ATION : identity 100 

region 20 3. .335 
id N32531 



;ix) FEATURE: 

(A) NAt4E/KEY: other 

(B) LOCATION: 180.. 3 12 

(C) IDENTIFICATION METHOD: blasta 

(D) OTHER INFORMATION: identity 100 

region 202 . , 334 
id N3 68 2 4 
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est 

iix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 102.. 170 

{C) IDENTinCATION METHOD: blastn 
{D} OTHER INFORf<ATION: identity 97 

region 7/S . . li'n 
id N36824 
est 

(IX; FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 175.. 312 

(C) IDEMTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity IOC 

region 100 ..23'" 

id H97539 

est 

(IX) FEATURE: 

(A) NAME/KEY: 5ig_peptide 

(B) LOCATION: 151 . .27 9 

(C) IDENTIFICATION METHOD: Von Hei]ne rr.atrix 

(D) OTHER INFORMATION: score 6.1 

seq S.AATLASLGGTSS/RR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 238: 



PJKCrCTCGTG CCAAGCATGT CTCTCCAAAT GGCTGCTC7C TGGCGTTCCT CACACTCCCC 60 

CTGAAGTTCA TCTAAGATCT TCATTCTTCA WAGGCGGAAG CCCGGCTCCC TGCAAAACGG 120 

CCGCCCCGCG CGGAGGCTCG CGAGATCCGC ATG I^J^G GAG CT3 GAo CGG GAG GAG 114 

Met Lys GIu Leu Gi- Arg Gin Gin 
-40 

.AAG GAG GTA GAA GAG AG A CCA GAA AAA GAT TTT ACT GAG AAG GGG TCT 22 2 
Lys Glu Val GiuGlu Arg Pro Giu Lys Asp Phe Thr Giu Lys Giy Ser 
-35 -30 ' -25 -20 

CGT A.^^C ATG CCG GGC CTG TCT GCA GCC ACG CTG GCC TCT CTG GGT GGG 27 0 
Arg Asn Met Pro Gly Leu Ser Ala Ala Thr Leu Ala Ser Leii Gly Giy 
-IS -10 -5 

ACT TGC TCT CGG AGA GGC AGO GGA GAG ACC TCC ATC TCC ATC GAC GCC 313 
Thr Ser Ser Arg Arg Gly Ser Gly Asp Thr Ser He Ser He Aso Pre 
1 5 IC " 



GAG 
Glu 



321 



[2) INFORMATION FOR SEQ I D NO : 239: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 01 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDN'ESS: DOUBLE 
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(D) TOPOLOGY: LINEAR 



(iil MOLECLXE TYPE: CDNA 



(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Nornal prostars 

(ix) FEATURE: 

(A) NAME/KEY: Other 
(3) LOCATION: 270.. 403 

(C) IDENTIFICATION METHOD: blflstn 

(D) OTHER INFORMATION: identity 92 

region 199. . 332 
id AA125491 
est 



(A) NAME/KEY: other 
(3) LOCATION: 7 0. . 13 5 

(C) IDENTIFICATION METHOD: biastn 

(D) OTrlER INFORMATION: identity 9 3 

region 1 . . 66 
id AA125491 
est 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: complement ( 27 .. 1 3 5 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORKATION: identity 98 

region 89 . . 197 
id HSB72F052 
est 



(ix) FEATURE: 

<A) NAME/KEY: Other 

(B) LOCATION: complement ; 1 35 22 3 ) 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORRa^TION: identity 98 

region 2 . . 90 
id HSB72FC52 
est 



[ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION : 126. . 188 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.1 

seq VLVILCIVTVCVT/IV 



(xi) SEQUENCE DESCRIPTION: SEO ID NO: 239: 



ACCGGAGAAA A.CATGGTTCA TGGAGCCTGC GGTTATTGTT TGCCTGGGTG GAATTTTACC 60 



TTTTGGTTCA ATCTTTATTG A.AATGTATTT CATCTTCACG TCTTTCTGGG CATATAAGAT 12 0 



CTATT ATG TCT ATG GGC TTC ATG ATG CTG GTG CTG GTT ATC CTG TGC ATT 170 
Met Ser Ket Giy Phe Met Met Leu Val Leu Vd lie Leu Cys lie 
-20 -15 -IC 
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GTG 
V.-il 



ACT 
Thr 
-5 



GTC TGT GTG ACT 
Val Cys Val Thr 



ATT GTG TGC AC A TAT TTT CTA C'l'A AAT GCA 
lie Val Cys Thr Tyr Phe L.^i: Len Asn Ala 
15 10 



218 



GAT TAG AGG TGG Cl\A 
Giu Asp Tyr Arg Trp Gin 
15 



TGG ACA AGT TTT CTC TOT GCT 
Trp Thr Ser Phe Leu Set Aid 
20 



TCA ACT 
Ser Thr 
25 



266 



GCA ATC TAT GTT TAG ATG 
Ala lie Tyr Val Tyr Met 
30 



TAT TCC TTT TAG TAG TAT TTT TTC AA,^ ACA 
Tyr Ser Phe Tyr Tyr Tyr Ptio Phc Lys Thr 
35 4 0 



314 



.A^G ATG TAT GGC TTA TTT CAA ACA 
[,ys r.et Tyr Giy Leu Phe Gin Thr 
45 50 



TCA TTT TAG TT f 
Ser Phe Tyr Ph? 



Gly 
55 



TAT 
Tyr 



ATG GCG 
Met Ala 



3G2 



GTA 
Val 



TTT 

Phe 
6 0 



AGC ACA GCC TTG 
Ser Thr Ala Leu 



GGG ATA ATG TGT GGA GCG ATT 
Gly He Met Cys Giy Ala Ilo 
65 70 



401 



(2) INFORMATION FOR SEQ ID NO: 240: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 466 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Hornal prostate 

(ix) FEATURE : 

{A) NAME/KEY: other 
(3) LOCATION: 153.. 397 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 131 . .375 

id W56159 

est 

(ix] FEATURE: 

(A) NA>]E/KEY: other 

(B) LOCATION: 19. .139 

(G) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

regi oa 1 . . 1 2 1 
xd W56159 
est 

{—<) FEATURE: 

(A) NAME/KEY: Other 
O) LOCATION: 153. .4 67 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

recion 303 . . 617 
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id iiSZ7B3bH 
est 



{A) NAME /KEY: other 
(3) LOCATION: 60,. 139 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 214 . .293 
id HSZ78368 
est 



(IX) [--^ArURi:: 

(A) NAME /KEY: other 

(B) LOCATION: 15 3. . 37 4 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFOE^TION: identity 97 

region BO . . 301 
id AA026570 
est 



(A) NAME/KEY: other 

(3) LOCATION: 70.. 139 

(C) IDENTIFICATION METHOD: blastn 

(3) OTHER INFORMATION: identity 100 

region 1 . . 70 
id AA026570 
est 



(IX) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 372.. 405 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 300. . 333 
id AA026570 
est 



(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 155.. 467 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 83 . .395 
id AA109961 
est 



Cx) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION; 8 8.. 139 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 20 . .71 
id AA109961 



;i:<) FEATURE: 

:A) name /KEY: other 

(B) LOCATION: 153 363 

;C) IDENTIFICATION METHOD: blastn 
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(Ul OTHRR I NFORM-ATION : identity 9b 

region 274 . . 434 
id AA0469O7 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 60 . . 139 

(C) IDENTiriCATrON METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

regior 18 5. .264 
id AA046907 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepticle 

(B) LOCATION: 128.. 337 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORKATION: score 6 

seq LLFPLTLVR5PWS/DM 

(xi) 3E0UENCE DESCRIPTION: 3ZQ ID NO: 240: 



AACGCTTGCG ATGGTTGAAT TCCCCTCCTC ACGCCAGCCT AGGAGAAGAA GTTCGTAGTC 60 

CCAGAGGAAG AGGAGTTGTA CGCATGTCAG AGAGGTTGCA GGCTGTTTTC AATTTGTCAG 12 0 

TTTGTGG ATG ATG GAA TTG GRM CTW AAA AKC GRA ACT AAA KKG GAA TGK 169 
Met Met Glu Leu Xaa Leu Lys Xaa Xaa Thr Lys Xaa Giu Xaa 
-70 -65 -60 

GAA TCT GCA TGT ACA GAA GCA TAT TCC CAA TCT GAT GAG CAA TAT GCT 217 
Giu Ser Ala Cys Thr Giu Ala Tyr Ssr Gin Ser Asp Glu Gin Tyr Ala 
-55 -50 -45 

TGC CAT CTT GGT TGC CAG AAT CAG CTG CCA TTC GCT GAA CTG AGA CAA 2 65 
Cys His Leu Giy Cys Gin Asn Gin Leu Pro Phe Ala Giu Leu Arg Gin 
-40 " -35 -30 -25 

GAA CAA CTT ATG TCC CTG ATG CCA AAA ATG CAC CTA CTC TTT CCT CTA 313 
Giu Gixi Leu Nlet Ser Leu Met Pro Lys t^et His Leu Leu Phe Pro Leu 
-20 -15 -10 

ACT CTG GTG AGG TCA TTC TGG AGT GAG ATG ATG G.AC TCC GCA CAG AGC 361 
Thr Leu Val Arg Ser Phe Trp Ser Asp Met Met Asp Ser Ala Gin Ser 
-5 1 5 

TTC AKA ACC TCT TCA TGG ACT TTT TAT CTT CAA GCC GAT GMC GGM MAA -10 9 
Phe Xaa Thr Ser Ser Trp Thr Phe Tyr Leu Gin Ala As? Xaa Giy Xaa 
10 15 20 

ATA GTT ATA TKC CAG TCT AAG CCA GAA ATC CAG TAC GCA CCA CAT TTG 4 57 
lis Val lie Xaa Gin Ser Lys Pro Giu lie Gin Tyr Ala Pro His Leu 
25 30 35 40 



GAG CAG GAG 
Giu Gin Glu 



4 66 
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(2) INFORMATION FOR SEQ ID NO: 24 1: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 81 base pairs 
(BJ TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DO'JBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

^A) ORGANISM: Hone Sapiens 

IF) TISSVE TYPE: Normal prostate 

(ix) FEATURE: 

[A) NAME/KEY: other 

(B) LOCATION: 18 . .81 

[C) IDENTIFICATION METHCC: blastn 

(D) OTHER INFORMATION: identity 98 

region 62 . . 125 
id AA092155 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: conplement ( 1 8 . . B 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 98 

region 68 . .131 
id AA128307 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: conulernent { 1 8 . . 8 1) 

(C) IDENTIPICATICK HETFIOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 63 . .131 
id N99068 
est 



-(ix) FEATURE: 

(A) NAME/KEY: other 

C3) LOCATION: complement {18 8 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 98 

region 66 . .131 
id AA039944 
est 

(ix) FE.^TURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 18 8 1) 

(C) IDENTIFICATION METHOD: blastn 
(3) OTHER IN FORK AT TON; identity 96 

region 68 . .131 
id AA12B099 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_pGptide 
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(3) LOCATION : 1 . . 7 2 

(C) IDENTIFICATION METHOD: Voa Heij:ie matrix 

(D) OTHER INFORR^TION: score 6 

seq GLILLFASHLINQ/FS 

(xi) SSQUEKCE: DESCRIPTION: SEQ ID NO: 241: 



ATG GTT TCC AAT GCT TCR GAt; ACT TCC TGC CTA GGC CTC ATC CTC CTC 
Met Val Ser Asn Ala Ser Gia ^hr 3er Cys Leu Gly Leu lie Leu Leu 
-20 -15 -10 



48 



TXT GCC AGT CAC CTG ATT AAC CAA TTC TCC AGC 
Phe Ala Ser His Leu He Asn Gin Prie Ser Ser 
-5 1 



81 



(2) INFORE^ATION FOR SEQ It) NO: 24 2 : 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 312 base pairs 

(B) TYRE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 9.. 302 

(C) IDENTIFICATION D<ETHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 274 
id H18735 
est 

-(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 143. .302 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 116. .275 

id T80360 

est 

[ix) FEATURE: 

(A) NAKE/KEY: other 

(B) LOCATION: 7 9. . 14 3 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 51 . .113 
id TB0360 
est 

(IX) FE.^ITURE: 

(A) N;i>IE/KEY: other 
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(B) LOCATION : 29 . . 69 

(C) IDENTIFICATIOM METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . '3 1 
id T3036n 
est 



(IX) FEATURE: 

(A) N.AME/KEY: otner 

(B) LOCATION: G6.,302 

{C} IDENTIrlCATIOJ^ METHOD: biastn 
(D; other INFORMATION: identity 99 

region 1 . .237 
id AA137005 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 
{B} LOCATION; 301.. 336 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORM;i.TION: identity 9-1 

region 412. .447 
id AA.l 37006 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 65 . . 302 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 2 . .239 
id HSC2CA081 
est 



(ix) FEATURE: 

{A} NAME/KEY: other 
(3) LOCATION: 64.. 22 4 

(C) IDENTIFICATION METHOD: blaotn 

(D) OTHER INFORMATION: identity 98 

region 1 . .151 
id 736290 
eGt 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 223. .302 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 161 . . 240 

id T36290 

est 



(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: 2., 2 20 

(C) IDENTIFICATION METHOD: Von Heijne natcix 

(D) OTHER INFORMATION: score 6 

seq LIVF:SVCTALLA/EG 

(xi) SEQUENCE DESCRIPTION: SEQ U) M;); ?A2: 
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A ATG CC:: CCG AAG CGG P-AG TGC GAT CTT CGG GCT GTG AGA GTT GGT CTG 4 9 
Mel Pro Arc Lys Arg Lyo Cys Asp Leu Arg Aia Vai Arq V^i Gly Le.. 
-70 -65 -50 

TTA G'lC g:v: cgt ggc gga gtc tag gga agc cgt ttt cgc tt: act TT? 97 

Leu Leu Giv (Uy Gly Gly Val Tyr Gly Ser Arg Phe Arg Pho ?nr Phe 
-S^ -50 -^5 

CGT GGC T3? AGA GCG CTT TCC CCC TGG CGG GTG AGA VTG CAG AGA GGA 145 
Pre Glv Cvs Al^ Ala Leu Ser Pro Trp Arg Val Arg X^ia G!n Ar.:j Arg 
-40 ' -35 -30 

AGG TGC GAG ATG AGC ACT ATG TTC GCG GAG ACT CTC CTC ATC GTT TTT 193 
Arg Cys Giii Met Ser Thr Met Phe Ala Asp Thr Leu Leu lie Val Phe 
^25 -20 -15 -10 

ATC TCT GTG TGC ACG GCT CTG CTC GCA GAG GGC ATA ACC TGG GTC CTG 24 1 
He Ser Val Cys Thr Ala Leu Leu Aia Glu Gly lie Thr Trp Val Leu 
-5 1 5 

GTT TAG AGG ACA GAC AAG TAG AAG AGA CTG AAG GCA GAA GTG GAA A-AA 28 9 
Val Tyr Arg Thr Asp Lys Tyr Lys Arg Leu Lys Aia Glu Vai Glu Lys 
10 15 20 

GAG AGT A.A^ AAJ^ TAT TTG ATG GTA GAG TGG TGG CAA A3C TTC CTT TTT 337 
Gin Ser Lys Lys Tyr Leu Met Val Giu Trp Trp Gin Xaa Phe Leu Phe 
25 30 35 

TAG CGC TCT TTC TTA SAT CCA AAG RCT GTC TCA TCG 37 3 

Tyr Pro Ser Phe Leu Xaa Pro Lys Xaa Vai Ser Ser 
40 45 50 



(2) INFORMATION FOR SEQ ID NO: 24 3: 

(1; SEQUENCE CHAE^CTERISTICS : 

(A! LENGTH: 4 47 base pairs 
(B; TYPE: NUCLEIC AGIO 
(C; STRANDEDNESS: D0U3LE 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: HypG rt rop'nic prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 159. . 307 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 95 

region 121 . . 269 

id vni32 0 

est 

;i;<} FEATURE: 

(A) NAME /KEY: other 
; 3} LOCATION: 37 . . 121 
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iZ] IDEMTiriCATION t^ETHOD: blastn 
{D) OTHER INfORM^TION: identity 95 

region 1 . .85 
id W31320 
est 

(ix) FEATURE: 

ih) KAME/KEY: other 
{B) LOCATION: 320.. 380 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IbfEOR[</\TION: identity 98 

region 282 . . 342 

id W31320 

est 

(ix) FEATURE: 

(A) MAJ^E/KEY; other 

(B) LOCATION: 114 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IKFORMATION: identity 94 

region 77 . .128 
id W31320 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 40C..443 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 364 . . 407 

id W31320 

est 

(ix) FEATURE: 

(A) NA>!E/KEY: other 
(5) LOCATION: 154.. 307 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 2 . . 155 
Id T27259 
est 

{IX} FEATURE: 

(A) NA>!E/K£y: other 
(3) LOCATION: 320.. 443 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 168 . .291 

id T272S9 

est 

(IX) FEATURE: 

(A) NAME/ KEY: other 
(3) LOCATION: 192.. 307 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORr^ATION: identity 93 

region 108 . .223 
id AA1S7646 
est 

(IX) FEATURE: 
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. (A) NAME/KSV: other 

(B) LOCATION: 64.. 95 

(C) IDENTIFICATION MFTHC^): blastn 

(D) OTHER INrORKATIOtJ: identity 96 

req^cn 1 . . 32 
id AA1575'Jb 
eat 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 32C. . ^4 3 

(C) IDENTIFICATION METHOJ: bla^tn 

(D) OTHER INFORt^ATION : irientiry 97 

region 123. .246 
id AA182962 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 198 . . 307 

CO IDENTIFICATION METHOD: biastn 
(D) OTHER INFORMATION: identity 100 

region 1 . .110 
id AA182962 
est 

(ix) FEATURE: 

CA) NAME/KEY: other 

(B) LOCATION: 243.. 307 

CO IDENTIFICATION METHOD: biastn 
CD) OTHER INFORMATION: identity 100 

region 139. . 253 

id T71690 

est 

(ix) FEATURE: 

(A) MAME/KEY: other 
(3) LOCATION: 181.. 235 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 125 . . 179 

id T71690 

est 

(ix] FEATURE; 

(A) n;i>IE/KEY: other 

(3) LOCATION: 11-1. .16^ 

CO IDENTIFICATION METHOD: biastn 

(D) OT.HER INFORMATION: identity 94 

region 58 . .108 
id T71d90 
est 

(ix) FEATURE; 

(A) NAME/KEY: sig_peptido 

(B) LOCATION; 130.. 198 

(C) IDENTIFICATION METHOO: Vcn Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq LGAiv\LALLLANT/DV 

(XI) SEQUENCE DESCRIPTION: SE';? ID NO: 24 3 : 
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CCCCGCCCCT GGGACCCTCC GGGCCGGGCG GTTTGGCCCC TTAGCGCCCG 3GCGTCGGGG bU 

CGGTAAAAGG CCGGCAGAAG GGAGGCACTT GAGAAATGTC TTTCCTCCAG GACCGa^G?? VM) 

TTCTTCACC ATG GGG ATG TGG TCC ATT GGT GCA GGA GCC CTG GGG GCT GCT 17 1 
Met Gly Met Trp Ser lie Gly Ala Giy Ala Leu Gly Ala Ala 
-20 -15 -10 

GCC TTG GCA TTG C'L'G CTT GCC AAC ACA GAC GTG TIT CTG TCC .A^G CCC 219 
Ala Leu Ala Leu Levj Leu Ala Asn Thr Aso Val Phe Leu Ser Lys Pra 
-b 1 5 

GAG A.EVA GCG GCC CTG GAG TAG CTG GAG GAT ATA GAC CTG AAA ACA CTG 2o ' 
Gin Lya Ala Ala Leu Glu Tyr Leu Glu Asp lie Asp Leu Lys Thr Leu 
10 15 20 

GAG hlKZ GAh CCA AGG ACT TTC AAA GCA AAG GAG CIA TGG GAA APJi AAT 315 
Glu Ly3 Glu Pro Arg Thr Phe Lys Ala Lys Glu Leu Ttp Glu Lys Asp. 
25 30 35 

GGA GCT GTG ATT ATG GCC GTG CGG AGG CCA GGC TGT TTC CTG TCT CGA 3 63 
Glv Ala Val lie Met Ala Val Arg Arg Pro Giy Cys Phe Leu Cys Arg 
40 45 50 55 

GAG GA.A GCT GCG GAT CTG TCC TCC CTG AA^ AGG ATG TTG GAC GAG CTG 411 
Glu Glu Ala Ala Asp Leu Ser Ser Leu Lys Ser Met Leu Asp Gin L^u 
60 65 70 

GGC GTC CCC CTC TAT GCA GTG GTA AAG GAG CAA CGG 44 7 

Gly Val Pro Leu Tyr Ala Val Val Lys Glu Gin Arg 
75 80 



(2) INFORaATIGN FOR SEQ ID NO: 244: 

(i) SEQUE:NCE CHARACTERISTICS: 

{A) LENGTH: 428 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(~; TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

[?.] NAME /KEY: other 

(3; LOCATION; 1..382 

(C; IDENTIFICATION METHOD: blastn 

(C: OTHER IMFORMATIOM: identity 93 

region 13 . . 394 
xd C17481 
est 

(ix) FEATURE: 

(A' NAME /KEY: other 
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(B) LOCATION: 3:" 9. .4 24 

(C) IDENTIFICATION MBTHGD: olastn 

(D) OTHER INFORMATION: Ldentity 95 

region 390 . .435 

id'ci7481 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 6&. .255 

(C) IDENTIFICATION t<^THOD: blastn 

(D) OTHER INFOR^L^TI0N: identity 97 

region 72 . .262 
id T4694I 
est 

ixx) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1 . . 67 

(C) IDENTIFICATION [METHOD: blastn 

(D) OTHER INFORM/^TICK: identity 100 

region 6 . . 7 2 
Id T46941 
est 

(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: coniplerr.ent [ 1 4 9 . , 27 1 ) 

(C) IDENTIFICATION t^ETHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 1 . .123 
Id R7533I 
est 

(IX} FEATURE: 

(A) N.AME/KEY; other 

(B) LOCATION: 2 5 7.. 4 30 

(C) IDENTIFICATION KETHOD; blastn 
(D! OTHER INFORMATION: identity 99 

region 4 2. .215 
id W95977 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 278 .. 430 

(C) IDENTIFICATION KETHOC : blastn 

(D) OTHER INFORMATION: identity 99 

region 5 . .157 
id R57521 
est 

Ux) FEATURE: 

(A) NAt4E/KEY: Siq_peptide 

(B) LOCATION: 2 55.-3^17 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(C) OTHER INFOR.MATIOM : score 5.9 " 

seq LPLLLVANAGTAA/VG 



(Xi) SEQUENCE DF.SCRTPTIOM : GEO ID NO: 24 4 
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ATG.VWMGG GTG7GCTTAT ITZZhCQPJ,.:, AGG.W\GAGA AGGACTTGCA .AAGATATGTA 6 0 

GGCTTGCCAT TCATTCTCGA TATGAAGAL;!' 'PCGLAGTGGA TGGCTTCAAT GTGTTATATA 12C 

ACA,AGAA.GCC IGTCATATAT C:T"ACrrGGTo CTGCTAGACC TGGCCTGGGC CAATACCTTT 180 

GT.A.ATCAGCT CGGCTTGCGC TTCGCCTGCT 7GTGCCGTGT ACCCTGTAAC ACTGTGT7TG 2 40 

GATCCCAGCA TCAG ATG GAT GTT GCC TTC CTG GAG ADA CTG ATT AAA GAT 2 90 
Met Asp Val Ala Phe Lea Glu Xaa Leu He Lys Asp 
-30 -25 -20 

GAT ATA GAG CGA GGA AGA CTG GCC GTG TTG CTT GTC GCA AAT GCA GGA 3 33 
Asp lie Glu Arg Gly Arg Leu Pro Leu Leu Leu Val Ala Asr. Ala Gly 
-15 -10 -5 

ACG GCA GCA GTA GGA CAC ACA GAC AAG ATT GGG AGA TTG AAA GAA CTC 38 6 
Thr Ala Ala Val Gly His Thr Asp Lys lie Gly Arg Leu Lys Glu Leu 
1 5 10 

TGT GAG CAG TAT GGC ATA TGG CTT CA-? GTG GAG GGT GTG AAT --12 8 

Cys Glu Gin Tyr Gly lie Trp Len His Val Glu Gly Val Asri 
15 2 0 2 5 



(2) INFORMA.TION FOR 3EQ ID NO: 245: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 233 base pairs 

(B) TYPE: NUCLEIC ACID 
(C; STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Hypertrophic prostate 

{IK} FEATURE: 

(A) NAME/KEY: other 
;B] LOCATION: 1 . .230 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 99 

region 3. .232 
id HSCIWHIOI 
est 



(ix) FEATURE: 

N.AME/KEY: other 
LOCATION: 1C2..230 
IDENTIFICATION METHOD: biastn 
OTHER INFORMATION: identity 100 

region 4 I . . 169 
id R12437 
est 



(ix! FEATURE: 

■ -.: M.AME/KEY: ctner 
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[B) LOG AT [ON : oJ . . i (.j-l 

(C) IDKKTIFICATION ME:TH0D: biast:i 
[V:] OTHE?, INFORMATION: identity 100 

region 1 . , 42 
id R12437 
est 

(ix) FEATURE: 

:A) MAT'lE/KEY: Other 
(E ) LOCATION; 63. .23 0 
■:C) IDFNTIFICATION MEITHOD: biastn 
(C) OTHFa INFORMATION: identity 100 

region 1 . . 168 
id R13443 
est 

(ix) FEATURE: 

;A) name /KEY: other 

;Bj LOCATION: 165. .212 

;C) IDENTIFICATION METHOD: blast.^. 

!0) Ol'HFR INFORMATION: identity 100 

region 36 . .83 
id T69236 
est 

[ix) FEATURE: 

(A) NAME/KEY: 5ig_peptide 
(3) LOCATION: 13 0.. 22 7 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORRATION: score 5.9 

seq LFNLLWLALACSP/V^^^ 

(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 245: 



GTTTGTGGCC GTCCGGCCTC CCTGACATGC AGATTTCCAC CCAGA-AGACA GAGAAGGAGC 60 

CAGTGGTC.AT GG.A-ATGGGCT GGGGTCAA.^G ACTGGGTGCC TGGGAGCTGA GGCAGCC.ACC 120 

GTTTCAGCCT GGCCAGCCCT CTGGACCCCG AGGTTGGACC CTACTGTGAC .ACACCTACC 17 9 

ATG CGG ACA CTC TTC AAC CTC CTC TGG CTT GCC CTG GCC TGC AGC CCT 22 7 
Met Arg Thr Leu Phe Asn Leu Leu Trp Leu Ala Leu Ala Cys Ser Pro 
-15 -10 -5 

GTT TGG 233 
Val Trp 
1 



(2) INrORMA.TIOM FOR SEQ ID NO: 24 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 330 base pairs 
:i) TYPE: NUCLEIC ACID 

strandedkess : double 
topology: linear 

(li) ;-:OLECULE TYPE: COr.P. 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: !Inrro Sapiens 

{-] TISSUE TYPFI: Nornal prostate 

(ix) FEATURE: 

(A) NAME/KEY: othei" 

(B) LOCATION: 178. . 331 

(C) IDENTIFICATICK METHOD: biastn 
(D} OTHER INFORMATION: identity 98 

region IIB . . 211 

id R60406 

est 



(ix) FEATURE: 

[A) NAME/KEY: other 
[EJ LOCATION: 173 316 

[C) IDENTIFICATICN METHOD: blastn 

[D) OTHER INFORMATION; ideatity 94 

region 57 . .195 
id N7 8^77 
est 



(ix) FEATURE: 

(A) NAI^E/KEY: sig_peptide 

(B) LOCATION: 2 14.. 3 12 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq FICLQWALPHSEA/GD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 246: 



.A.2AGGCAGGA CTG.ACGCAGA ATGACAJ^CGG ChAZACGACh AGAJ\GTCCTT GGCCTCTACC 60 

GCAGCATTTT CAG3CTTGCG AGGAAA.TGGC AGGCGACATC AGGGCAGATG GAAGACACCA 120 

TCAAAGAAAA ACAGTACATA CTAAATGAAG CCAGAACGCT G7TCCGGAAA AACAAAAATC 130 

TCACGGACAC AGACCTAATT AAACAGTGTA TAG ATG AAT GCA CAG CCA GGA TTG 2 34 

Met Asn Ala Gin Pro Giy Leu 
-30 

AWA TTG GAC TGC ATT ACA AGA TTG CTT ACC CAN GGC CAA TTC ATG TGC 2 92 
Xaa Leu Asp Cys lie Thr Arg ?ne Leu Thr Xaa Gly Gin Phe lie Cys 
-25 -20 -15 

CTC CAA TGG GCG TTA CCC GAC TGC GAG GGC GGG GAC TTC GAA GCC AAG 3 30 
Leu Gin Trp Ala Leu Pro His ;>er Glu Ala Giy Asp Phe Glu Ala Lys 
-10 -5 15 



(2) INFORMATION FOR SEQ ID NO: 24 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 353 'ca?.^. pairs 

(B) TYPE: nuclk:.(; AGin 

(C) STRANDEDNESS: 30UBLH; 
(Dj TOPOLOGY: LI:; EAR 

ill) MOLECULE TYPE: CD'IA 
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(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

[F] TISSUE TYPE: Morrr.al prostate 

(ix) FEATURE: 

(A) NAME/KEY: ether 

(B) l^OCATION: comp i emer.t ( 2 JO . . 352 ) 

(C) IDENTirrCATION METHOD: blastn 

(D) OTEIER INFORMATION: identity 95 

region 32 . .154 
id W60134 
est 



(ixl FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: coiT,plement ( 78 . . 1 3 9 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 195 . . 306 

id W60134 

est 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: corr.plement ( 9 . . 8 7 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identi^ry 91 

region 298 . . 376 

id W60134 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 1 7 fi . . 3 5 2 ) 

(C) IDENTIFICATION METHOD: blastn 
(□) OTHER INFORMATION: identity 93 

region 57 . .233 
id H64097 
est 



(ix) FEATURE: 

[A) NAME/KEY: other 

[B) LOCATION: complement ( 5 7 . , 1 8 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 219. .351 

id H64097 

est 



(ix) FEATURE: 

(A) NAME/ KEY: other 

(B) LOCATION: corr.plement ( 3 4 .. 352 } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 57 . . 32 5 
id VJ00 62 4 
est 



(ix) FEATURE: 

fA) MA>1E/KEY: ochor 
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(r) LOCATION; conpicment { 1 . . 7 0 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOEIMATION: identity 9 1 

region 357 . . 4C 6 

id WOOG24 

est 



(IX) FEATURE: 

;A) NAME/KEY: other 
;B) LOCATION: complement { 1 .. 1 68 ) 
(C) IDENTIFICATION METHOD: blastn 
;D) other INFOPJ^IATION: identity 100 

re g i on 1 ^ o . . 3 2 3 

id W67127 

est 



;ix) FEATURE: 

;A) NAME/KEY: other 
;3) LOCATION: complement ( 1 67 32 3 ) 
:C) IDENTIFICATION METHOD: blastn 
;C} OTHER INFORMATION: identity 100 

region 2 . . 1 SB 
id W57127 
est 



;iv) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement [ 6 4 352 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 58 . .34 6 
id H10776 
est 



(A) NAME/ KEY: other 

(3) LOCATION: complement ( 2 3 .. 64 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 347 . .39S 

id H10776 

est 



(IX} FEATURE: 

(A) NAME/KEY: 5ig_peptide 

(B) LOCATION: 120.. 32 6 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INF0R.H.2^TI0N: score 5.7 

seq LCRLLCLVRLFCC/SS 

(XI) :;^fJ'JE:NCE DESCRIPTION: SEQ ID NO: 247; 



ATTTGGGGAG GG3CACTGTC TCTTTTTTGT CTCATTTTTA AA.^TG.^AGTG TTGTTGCCTT 60 



TGTATGTGGT TC.AACCATCC AGCTCCCAGC TGGCTAAACT TTGCCTCCAG TGGTC.W.G 119 



A73 G3A GAG TGG GGT TGG C.^^G GAG ATG GAA AAC GGA GGT GCC GCC 167 

Met Giy lvs Glu Trp Gly Trp (;in GIu Met Glu Asn Gly Gly Ala Ma 
-65 -60 -55 
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CCA GCA TGG GGG GCA GGT Ci':: CCA GTC CAC CCT GCC OCT CCC CCT GTG 21b 
fro Ala Trp Giy Ala c;iy Pro Val His Fro Ala Pro Pro Pro V:il 

' -5u -4 5 -4 0 

GAG AAG ACG CTT AGT TGG GGG TGT GGG TTT GGG GTC CAT TCT GGA TTC 2 63 
Glu Lys Thr Leu Ser Tic Gly Cys Gly Phe Gly Leu His Ser GLy ?he 
-35 -30 -2 5 

GGC GGT TCG GGG GGA GGG GTG GGT CTG TGC CGA TTA CTC TGT CTT GTA 
Gly Gly Ser Gly Gly Gly Vui Gly Leu Cys Arg Leu Lea Cys Leu Val 
-20 -IS -10 

CGT TTG TTC TGG TGC TCT TCA ATA TTG TAT CPA CGC CAG AAG 353 
hrg Leu Phe Cys Cys Ser Ser lie Leu Tyr Gin Arg Gin Lys 
"-5 ^1 3 



(2) INFORMATION FOR SZO ID NO: 24 3: 

(i) SZQUENCC CHARAC:TL:<ISTIC3: 

(A) LENGTH: 108 base pairs 
(3) TYPE: N'JCLEIC ACID 

(C) STBANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii} MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE; Hypertrophic prostate 

iix] FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION : 22 . .71 

(C) IDENTIr ICATION METHOD: blastn 

(D) OTHER INFORK,ATION : identity 94 

region 1 . . 50 
id R62719 
est 

(i-<} FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION; 19.-62 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IMFORMATION: identity S3 

region 1 . . 4 4 
id AA069083 
est 

(rx) FEATURE: 

(A; NAME/KEY: other 

(3) LOCATION: 20.. 52 

(C; IDENTIFICATION METHOD: blastn 

{D) OTHER INFOR.MAT:ON : identity 9 6 

region 2 . . 34 
id R29193 
est 

[-^7.) FEATURE: 

(Ai NAME /KEY: other 
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■;B) LaCATIOM : '/A . .'32 

:C) lUF.NT : r:CATION method: blastri 

;D) other INFORMATION: ideatity 96 

region 10 . .39 
id AA1580B1 
est 

:iK) FEATURE: 

fA: MAME/KEV: 5ig_peptide 
(E; location : 10 . . 96 

(C: I DENT I E'[ CAT I ON METHOD: Von Heijne matrix 
(D) OTHEP INFORMATION: score 5.7 

seq A.ALLLTATVRLSA/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2-18: 



AAGTCCAAC A7G GCG GCG CCC AGC GGA GGG TGG AAC GGC GTC GGC GCC AGC 51 
Met Ala Ala Pro Ser Gly Gly Trp Asa Gly Vai Gly Ala Sur 
-25 -20 

?TG TGG GCC GCG CTG CTC CTC ACT GCC ACA GTC AGA CTT TCA GOT TCT 9 9 

Leu Trp Ala Ala Leu Leu Leu Thr Ala Thr Val Arg Leu Ser Ala Sor 
-15 -10 -5 1 

CCC GGC CCA 108 
Pro Gly Pro 



[2) INFCRMATICN FOR SEQ 1 0 NO : 24 9: 

(1; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 393 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 

(IL) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 7 . . 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 15 9 
id R24141 
est 

:^x) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION-: 178. . 2o4 

(C) IDENTIFTCATION METHOD: olastn 

(D) OTHER IMFORMATION; identity 97 

region 173. .259 

id R24141 

est 
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{IX] :-F,A?URi:;: 

(A) NAME/KEY: other 
(3) LOCATION: 2S8..299 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 254 . . 295 
id R241A\ 

P.St 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 30.. 34 9 

(C) IDENTIFICATION METHOD: bldstn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 120 
id H2503D 
est 



(IX) FEATURE: 

(A) NAI^S/KEY: sig_peptide 
(B} LOCATION: 4 . .14 7 

(0} IDENTIFICATION METHOD: Von Heirne matrix 
(D) OTHER INFORMATION: score 5.7 

seq LLLFFGKLLWGG/VG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24 9: 



ATC ATG ATC GCC ATC TAG GGG AAG AAT TTC TGT GTC TCA GCC AAA AAT 4 8 

Met lie Ala lie Tyr Giy Lys Asn Phe Cys Val Ser Aia Lys Asn 
-45 -40 -35 

GCG TTC ATG CTA CTC ATG CGA A.:^C ATT GTC AGG GTG GTC GTC CTG GAC 96 

Ala Phe Met Leu Leu Met Arg Asn lie Vai Arg Vai Val Val Leu Asp 
-30 -25 -20 

AAA GTC ACA GAC CTG CTG CTG TTC TTT GGG AAG CTG CTG GTG GTG GGA 14 4 

Lys Vai Thr Asp Leu Leu Leu Pne Phe Gly Lys Leu Leu Val Val Gly 

-15 ' -10 -5 

GGC GTG GGG GTC CTG TCC TTC TTT TTT TTC TCC GGT CGC ATC CCG GGG 192 

Gly Val Gly Val Leu Ser Phe Phe Phe Phe Scr Giy Arg He Pro Gly 
15 10 15 

CTG GGT A.i-A GAC TTT AA.G AGC GCC CAC CTC AAC TAT TAC TGG CTG CCC 24 0 

Lsu Gly Lys Asp Phe Ly3 Ser Pro His Leu Asn Tyr Tyr Trp Leu Pro 

20 25 ^ ' 30 

AYC ATG ACC TCC ATC CTG GGG GCC TAT GTC ATC GCC AGY GGC TTC TTC 28 8 

Xaa y.^t Thr Ser He Leu Giy Ala Tyr Val He Aia Ser Gly Phe Phe 
35 40 45 

AGC GTT TTC GGC ATG TGT GTG GAC ACG CTC TTC CTC TGC TTC CTG GAA 33 6 

Ser Val Phe Giy Mat Cys Vai Asp Thr Leu Pne Lee Cys Phe Leu Giu 

50 55 60 



GAC CTG GAG CGG ACA ACG GCT CCC TGG ACG GCC CTA CTA CAT GTC CAA 38 4 
Asp ^eu Giu Arg Thr Thr Aia Pro Trp Thr Aia Leu Leu His Val Gin 

55 7C 75 



wo 99/06550 



250 



PCT/IB98/01232 



GAG CTT CTA 3 93 

Glu Ltiu Leu 
80 



(2) INFDRr^'.ATION FOR SEQ ID NO: 250: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 363 base pairs 

(3) TYPE: NUCLEIC ACID 

CO STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Homo Sapiens 

{:) TISSUE TYPE: Cancerous prostate 

' (ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 222.. 265 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

reg:cr. 220. .263 

id Ny918 6 

est 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION: 7 6.. 3 48 

CO IDENTIFICATION METHOD: Vcr. Heijne niatrix 
(D) OTHER INFOFUMATION: score 5.7 

seq SVLELIVASVCQS/HI 

(XI) SEQUENCE DESCRIPTION; SEQ ID NO: 250: 



GCTACTTTCT TTTTCAGTCT TTCGGTGCGG AGAAGGGGAG GAGGCGGGCA GAGGTCTGAA 6 0 

.^^W.TCGAAT GCCTT ATG GAA AGG AAC TGC AP.G GGT TCC TTT GGG GTG ATC 111 
Met Glu Arg Asn Cys Lys Gly Ser Phe Gly Val lie 
-90 -85 " -80 

A.-A G.AG GGA GAC ACA GAG AC A GRR GAG ACA AAG GCA AGG AGG ACT GTC 15 9 
Lys Gl'j Gl.y Asp Thr Asp Thr Xaa Glu Thr Lys Ala Arg Arg Thr Val 
-75 -70 -55 

TGG G.AG CCA CGC GGG CGA TAG AGT TTC GGA CRM ACG CCG CGT CCC GCC 20 7 
Trp Glu Pro Arg Gly Arg Tyr Ser Phe Arg Xaa Tnr Pro Arg Pro Ala 
-60 -55 -50 

TA7 CCr GTT GAA- CAG TGC GGA TTT GCG AGC CGC GCC CTG GAG CTG CTA 25 5 
Tyr ?ro Val Glu Gin Cys Gly Phe Ala Arq Arg Ala Leu Giu Leu Leu 
-45 -40 -35 

GAG ATC CGG AAG CAC AGC CCC GAG GTG TGC GA.^ CGA CCA AAC ATC CCA 30 3 
Giu lie Arg Lys Hus Ser Pro Giu Vai CyG Glu Pro Pro Asn lie Pro 
-30 -25 -20 
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GTT ACC ACT GTC CTT GAA TTG ATA ' VIG (v:":t 
Val Thr Ser Val Leu Glu Leu Zie Va : AI-^ 

-10 



'"CT GTT TGT GAG TCT CAT 
Ser Val Cys Gin Ser His 
-5 1 



351 



ATA AGA ACT ACT 
lie Arg Thr Thr 

5 



363 



(2) INFORMATION FOR 5E2 ID NO; 251: 



(i) SEQUENCE CHARACTER! ^^7 ICG : 

(A) LENGTH: 293 base paxrs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 22. .264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity LOG 

region 1 . .243 
id AA211459 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 15.. 212 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score S.7 

seq LYMLAEALPVSHG/AH 

(Xi) SEQUENCE DESCRIPTION: SE2 ID NO: 251: 



GTGAAGATGA AGCC ATG TTT GTA GAA TAT AGA AAA CAA CTG AAG TTA CTG 50 

Met Phe Val Glu Tyr Arg Lys Gin Leu Lys Leu Leu 
-65 -60 -55 

TTG GAC AGG CTT GCT CAA GTT TCA CCA GAG TTA CTA CTG GCC TCT GTT 98 

Leu Asp Arg Leu Ala Gin Val Ser Pro Glu Leu Leu Leu Ala Ser Val 
-50 -^S -40 

CGC AGA GTT TTT AGT TCT ACA CTG CAG A.=.T TGG CAG ACT ACA CGG TTT 14 6 

Arg Arg Val ?ne Ser Ser Thr Leu Gin Asn Trp Gin Thr Thr Arg Phe 
-35 -30 " -25 

ATG GAA GTT <3?^\ GTA GCA ATA AGA TTG CTG TAT ATG TTG GCA G.^VA GCT 194 

Met Glu Val Glu Val Ala He Arg Leu Leu Tyr Met Leu Ala Glu Ala 
-20 -15 ' -13 

CTT CCA GTA TCT CAT GGT GCT CAC TTC TCA GGT GAT GTT TCA AAA GCT 24 2 

Leu Pro Val Ser His Gly Ala Kr;-; Phe Ser Gly Asp Val Ser Lys Ala 
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10 



AGT GCT TTG CAG GAT ATG ATG CCA ACT CTG GTA ACA TCA GGA CTC ACC 
Sor AIel Leu Gin Asp Met Met Arg Thr Lec Val Thr Ser Glv Val Ser 
13 20 ^ 25 



290 



GGG 
Gly 



29: 



(^) INFORMATION FOR SEQ ID NO: 2 52: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEKGTH: 394 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 155.. 187 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 95 . . 127 
id H83489 
est 

(IX) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 326.. 388 

vC) IDENTIFICATION METHOD: Von Heijne matrix 
CD) OTHER INFORMATION: score 5.7 

seq IIFLIQWHGSVFQ/EF 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 252: 



AAGTCCCTGT ACAGGGTT7C TGACCTGTGG TfiAAAACAGA ATGTCACTTT CTGACAGGCA 60 

CAGTACCCCC .AGGATAAACT TGGAACCTCG AGAGGAAATT CACGAAACTC GTGGGGGCAG 120 

GGGTCACAAG GTGCTTGGTG GGGGARAASC TGGAAGACAT ATTGTCCAGG AGAAGGAATG 18 0 

TCACAAGGAA CTGACAAAAT CAAGTCACGG CGCCTACAAA GATGAGGGGC AGATTCTGGG 24 0 

TGCCTTTTAA TTTCGTCCTT CACCTGATAT CTGTGCCAGA GA.i\TGATAAA aA.TCATA;i.TA 300 

AAGGPJVATAG YGGAAGAGGA GACTT ATG TTA CTG GGG ACA 7CT AAC ATA ATT 352 

Met Leu Leu Giy Thr Ser Asa lie lie 
-20 -15 

ATT TTG CTG ATT CAG TGG CAT GGT TCA GTC TTC CAG GAG TTC 394 
lie ?ae Leu lie Gin Trp His Giy Ser Val Phe Gin Giu Phe 

-10 -5 1 
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INFORMATION! FOR 3FQ ID NO: 253; 

(i) SEQUEMCE CHAE^^^CTER : ST I CS : 

[A; LENGTH; 239 base pairs 

(b) type: nucleic acid 

(c) steuvndedness : double 
(d; topolocy: linear 



(11) MOLECULE TYPE: CDNA 



(VI) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 49.. 238 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFCRM.E,TION; identity 95 

region 35 . . 225 
id HSCOCC021 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 15. .49 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 35 
id HSCOCC021 
est 



(ix) FEATURE: 

(A) NAME/KEY: ether 
(3) LOCATION: 27.. 238 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION; identity 96 

region 1 . .212 
id T32119 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 3 5.-2 38 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INF0RM.ATION: identity 97 

region 1 . . 203 
id T35494 
est 



(ix) FEATURE: 

(A) KP^ME/KEY: Other 

(31 LOCATION: 4 9. .2 38 

(c; IDENTIFICATION METHOD: blastn 

(O; OTHER INFORMATION: identity 93 

region 13 . . 202 
id HUMHG5 0 97 
est 
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(IX) FEATURE: 

(A) NAME/KEY: r.ther 

(B) LOCATION: bl..2 3n 

(C) IDENTIEICATIOM METHOD; blastn 

(D) OTHER IMF0RM.AT:CN : ide::tiLy 9 3 

reqion 1 . .18 8 
id A.^027882 
est 

(ix) FEATURE: 

(A) NAME/ KEY: sig pep- lie 

(B) LOCATION: I'S/^^Y? 

(C) IDENTIFICATIOM METHOD: Von Heijne matrix 

(D) OTHER INFCRt^^TICN: score 5.6 

seq AFVXACVLSLIST/IY 

(xi) SEQUEMCE DESCRIPTION: SEQ ID NO: 253; 



.AAGAGTAGGG TGCTGTGGTC TGAGCTAt.A<, GGTG/i.AGCTG GCGGASAGGA GGATGGGCGA 60 

GCAGTCTGA-A TGCCAGA ATG GRT A.AC CGT TTT GCT ACA GCA TTT GTA ATD 110 
Met Xaa A^n Acq Phe Ala Thr Ala Phe Val Xaa 
-20 -15 -10 

GCT TGT GTG CTT AGC CTC ATT TCC ACC ATC TAG ATG GCA GCC TCC ATT 158 
Ala Cys Val Leu Ser Lgu lie Sor Thr lie Tvr Met Ala Ala Ser He 
-5 1 ^ 5 

GGC ACA GAG TTC TGG TAT GAA TAT CGA AGT CCA GTT CP^A GAA AAT TCC 206 
Gly Thr Asp Phe Trp Tyr Glu Tyr Arg Ser Pro Val Gin Glu Asn Ser 
10 15 20 

AGT GAT TTG A.AT AAA AGC ATC TGG GAT GAA TTG 239 
Ser Asp Lea Asp. Lys Ser lie Tro Acd Glu Leu 
25 30 ' ' 



(2} IMFORKATION FOR SEQ ID NO: 254: 

(1} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 477 base pairs 
{Bl TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

:A) NAME/KEY: other 

(9) LOCATION: compiement ( 4 3 . . 1 30 ) 
[O IDENTIFICATION MITHOD: blastn 
;C) OTHER INFORMATION; identity 97 

region 17 6. .2 63 
id COM 8 5 
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est 

(iX) FEATURE: 

(A) NAKE/KEY: other 

(H) LOCATION: conpiement ( 1 37 . . 2 1 9 ) 

(C) TDEKTIFICATION METHOD: bidSl:. 

(D) OTHER INFORMATION; ident^^-y 100 

region 8 5 . . 1 7 C 
id C014B5 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 421 45 9 

(C) IDENTIFICATION METHOD: Von Hei rie matrix 

(D) OTHER INFORMATION: score 5.6 

seq MSLTSGFLRVSQG/SF 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 2S4; 



CACCAATGTT ATGAATGGCG TGGCCTCCTA CTGCCGTCCC TGTGCCCTAG .AAGCCTCTGA 60 

TGTGGGCTCC TCCTGCACCT CTTGTCCTGC TGGTTACTAT ATTGACCGAG ATTCAGGAAC 12 0 

CTGCCAT-ITCC BTGCCCCCCT AACACA-^^TTC TGAA.AGCCCA CCAGCCTTAT CGTGTCCAGG 180 

CCTGTGTGCC CTGTGGTCCA GGGACCA-^.GA ACA^^CAAGAT CCACTCTCTG TGCTACAATG 24 0 

ATTGCACCTT CTCACGCAAC ACTCCAACCA GGACTTTCAA CTACAACTTC TCCGCTTTGG 300 

C^A.ACACCGT CACTCTTGCT GGAGGGCCAA GCTTCACTTC CA.iAGGGTTG AAATACTTCC 3 60 

ATCACTTTAC CCTCAGTCTC TGTGGAAA.CC AGGGTAGG;iA AATGTCTGTG TGCACCGACA 4 20 

ATG TCA CTG ACC TCC GGA TTC CTG AGG GTG AGT CAG GGT ?CT CCA AAT 4 68 
^:el Ser Leu Thr Ser Gly Phe Leu Arg Val Scr Gin Giy Ser Pro Asn 
-10 -5 1 

CTA TCA CAG ^"^"^ 
Leu Ser Gin 
5 - 



(2) INFORMATION FOR SEQ ID NO: 255: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 315 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) GTRANDEDNE3S: DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) t'lOLECULE TYPE: CDNA 

(vi) 0?.IGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(r) TISSUE TYPE: Cancerous prosiate 
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I B; LOCATION; j5 . .316 

\r] IDENTiriCATION METHOD: blastn 

il); OTHER INFORMATION: identity 5 9 

region 1 . . 2 62 
id H37 671 
est 



I IX! rEATURE: 

(A; name /KEY: otner 

[\\\ :.()CATION : 102 261 

IZ) IDEWTIFICATIOM METHOD: blastn 

(D) OTHER INFORR^^TICN: identity 97 

region 50 . .209 
id N47067 
est 



FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 55 . .104 

(C) IDEMTIFICATIOM METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 2 . . 51 
id N47067 
est 



(ix; FEATURE: 

(A) N/^HE/KEY: Other 

(3) LOCATION: 251 316 

(C) IDENTIFICATION METHOD: blastn 

(3) OTHER INFORMATION: identity 100 

region 14 . .79 
id AA135001 
est 



(ix) FEATURE: 

(A) NW^E/KEY; sig^peptide 
{B] LOCATION: 58.. 24 6 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORmTION; score 5.6 

seq AIRTLFSVTGILA/EO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 255: 



AACTTGGCGC GCGGCSSGGC TGCAGACGGC TGCGAGGCGC TGGGCACAGG TGTCCTG 57 

A^G GCA AAT TTC AAG GGC CAC GCG CTT CCA GGG AGT TTC TTC CTG ATC 1Q5 

Met Ala Asn Phe Lys Gly His Ala Leu Pro Gly Ser Phe Phe Leu Tie 
-60 -55 -50 

ATT GGG CTG TGT TGG TCA GTG AAG TAC CCG CTG F^J\G TAG TTT AGO CAC 153 

He Gly Leu Cys Trp Ser Val Lys Tyr Pro Leu Lys Tyr Phe Sei His 
-45 -40 -35 

ACG CGC^ AAG P.AC AGC CCA CTA CAT TAC TAT CAG CGT CTC GAG ATC GTC 201 

Thr Arg l.ys Asn Ser Pro Leu His Tyr Tyr Gin Arg Leu Glu He Val 
-JO ' -25 -20 

G.-_-. GCC GCA ATT AGG ACT CTG TTT TCC GTC ACT GGG ATC CTG GCA GAG 24 9 

Glu Ala Ala He Arg Thr Leu Phe Ser Val Thr Gly He Leu Ala Glu 
-15 -10 -5 1 
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CAG TTT GTT CCG GAT GGG CCC CAC CTG CAC CTG TAG CAT GAG AAC GAc: ^S' 
Gin Phe Val Pro hso Giy Pro His Leu His Leu Tyr His Giu Asn His 
5 " 10 15 



TGG ATA AAG TTA ATG A^.T 
Trp lie Lys Leu Met Asn 

20 



(2} INFORMATION FOR SEQ ID NO: 256: 



[i) SEQUENCE CHARACTERISTICS: 

;A) LENGTH: 4C5 base pairs 
;B) TYPE: NUCLEIC ACID 
;C) GTRANDEDKESS : DO'JBLE 
(D) TOPOLOGY: LINEAR 



(11) MOLECULE TYPE: CDMA 



(vi) ORIGINAL SOURCE: 

(Al ORGANISM: Homo Sapiens 

(F) TISSUE TYPH: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 69. .405 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 98 

region 84 . . 400 
id N34255 
est 



(ix) FEATURE: 

(A) NAME /KEY: Other 

(B) LOCATION: 5 . . 88 

(C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFOR^m.TION : identity 96 

region 1 . . 84 
id N34255 
est 



[ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 39. . 304 

(C) IDENTIFICATION METHOD: blastn 
;D) OTHER INFORMATION: identity 99 

region 83 . . 298 
id H79944 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(E) LOCATION: 8 . . 54 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 2 . . 4 8 
id 117994 4 
est 
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Ux) FEATURE: 

f-"^; NAME/ KEY: o-v^r 
(BJ LOCATION: ij^ y^. 

OTHER r.roK^T:J^:-^i:,,^J--^^ 

^■^gion 332.. 378 
id H79944 

est 

f-^J NAME/KEY: other 
f3) LOCATION: 30^ 

(C) ^dentifica-ion'mfthod- M . 

f^) OTHER INFORmTlOtr t"' 

-Identity 100 

region 299. . 335 

id H799^^ 

est 

fix) FEATURE: 

f-^) NAME/KEY: other 
LOCATION: 54 8.^ 

region 49. .83 
id H79944 
est 

fi>i) EEATaRE; 

(A) NAWE/KEY: oche- 
f3) LOCATION: 109 '299 
(C) IDENTIFICATION M^THnn 

-egion 106. .29^ 

id H73369 

est 

(ix) FEATORE: 

^A) NAME/KEY; othe- 
f3) LOCATION: 2 88 
;C) IDENTIFICATION METHOD- hi 

region i..87 
id H73369 
est 

(iv) FEATURE: 

fA) NA^^E/KEY: other 

LOCATION: 336.. 382 
IDENTIFICATION M-THOC- hi 
"^HE. INPORMA^XO;;'"'^,.^^^-^;^ 

-egion 336. .382 

id H73369 

est 

fi'^) FEATURE: 

fA) NA!^E/KEY: othe- 
f3) LOCATION: 295 ^3^6 

fC) identification'm-thod- 

OTHE. I^^^OR^^TION'"'^,,^;^!-,^^ 

region 293. .324 
id H73359 



wo 99/06550 ^59 PCT/1B98/01232 

est 



:ix) FEATURE: 

[A] N.r\ME/KSY: other 

(B) LOCATION: 164.. 237 

(C; IDENTIFICATION METHOD: blastn 
iD) OTHER INFCRKATIOK: ider^tity 9- 

r eg ion l-]2 . . 2 I"3 
id A.A132425 



FEATQRE: 

{A) N.AME/KEY: other 

(3) LOCATION: 327.. 395 

!C) IDENTIFICATION METHOD: bla.stn 

(D) OTHER INFORMATION: identity 'jj 

regiDn 307 . . 37S 
id AA132425 
est 



il-.O FEATURE: 

(A; NAME/KEY: other 

(3; LOCATION: 21.. 88 

(Ci IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9^ 

region 3 . . 7 0 
id AA:32425 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION; 124 163 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 103. . 142 
id AA132423 
est 



FEATURE: 
(A) NAME/KEY: other 
f3) LOCATION: 109.. 298 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 24 . .213 
id R97376 
est 



(ix) FEATURE: 

;Ai MAME/KEY: Other 

;B) LOCATION: 296.. 405 

;C) IDENTIFICATION METHOD: olastn 

(Cf OTHER INFORMATION: identity 100 

region 212 . . 321 

id R97375 

est 



(i:0 FE.ATURE: 

(A) NAT-^E/KEY: sig_peptide 
(3) LOCATION: 187.. 34 2 

;C) IDENTIFICATION METHOD: Von ;;ei:ine m3tri:< 
: } OTH £ R : n - ORMAT I on : .? r e . 5 
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3 e q A(. I . L VGt] : , AG LG A / Y Q 
(xi) SEQUENCE DESCRIPTION: ^]::Q ID N > : Z^j-J: 

AGTAGGCACA ACAGAGCCGC TCCCCWCTCC TCCCCCC:^CC ACC^GGACGG AGAGCGCCCG 60 

CCGC7GCATT TCCGGCGACA CCTCGCAGGT CATTCCTGCG GCTTGCGCGC CCTTGTAGAC 12 0 

AGGCGGGGCC TTGGTSAGAC CGGTGCAGGC CTGGGGTAGT C'L GGrGTCTG GACAGAGAAG IBO 

ATG GAG GAG ACT GGC TCA GTA GTG G : l' TT'^ GAT TGG '"TT GGC 228 
Met Gin Asp Thr Gly Ser Vai Val ?r-.> Leu His Trp Phe Gly 
-50 ^ -45 -40 

TTT GGC TAG GCA GCA CTG GTT GCT TCI GGT GGG ATC ATT GGC TAT GTA 27 6 
Pae Gly Tyr Ala Ala Leu Val Ala Ser Gly Gly He lie Gly Tyr Val 
-35 -30 -25 

GCA GGC AGC GTG CCG TCC CTG GCT GCA GGG CTG CTC TTT GGC ACT 324 
Lys Ala Gly Ser Val Pro Sor Leu Ala Ala Ciy I.e-j Leu Phe GLy Ser 

-20 -15 -:o 

CTA GGC GGC CTG GGT GCT TAG CAG CTG TCT CAG GAT CCA AGG A.AC GTT 372 
Leu Ala Gly Leu Gly Ala Tyr Gin Leu Ser Gin Asu Pro Arg Asn Vai 
-5 IS 10 

TGG GTT TTC CTA GCT ACA TCT GGT ACC TTG GCT 4 05 

Tro Val Phe Leu Ala Thr Ser Gly Thr Leu Ala 
15 20 



(2) INFOPMA.TIOW FOR SEQ ID NO: 257: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 323 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM.: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 119.. 237 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9^ 

region 116. .234 
id HSC2TH021 
est 

[i-A] FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2:; . . 95 

iZ) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATICN : identiLv 9 3 
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reqioa 2^ . . 9-1 
id HSC2TH021 
est 



(ix! FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION : 238 28 9 

(C) IDENTIFICATION METHOD: bla.stn 

(D) OTHER INFORtWION: identity 9U 

region 234 . .23 5 
id HSC2TH021 
est 



(ix; FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 280.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 277 . .316 
id H3C2TH021 
est 



(ix) FE.ATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 130.. 237 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORiyiATION: identity 9S 

region 23 . . 130 
id R59681 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 238.. 289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 130. . 181 

id R59681 

est 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 280.. 325 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 173 . .213 

id R596ei 

est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION; 18 3. .2 87 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORKJ\TION: score 5.4 

seq CCALLTSLXCIWG/PA 

(xi; SJ^QUENCF. DESCRIPTION: SEQ ID NO: 257: 



ACCTTCTGTT ACTGTCCGGG GCTGCGGGGC TTGCTTCCKG CGTCAWGGCT CAAAGGGCCT 60 
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TCCCGMATCC TTATGCTGAT L'ATAAr.AAAT CCCTGDRCCG AAGSTACTTT GATGCTGCCG 120 

GGARGCTGAC TCCTGAG7TC TCACAJ'vGGCT TGACCAJ^TAA GATTCGGGAG CTTCTTCAGG 180 

Ah ATG GAG AKA GGC CTG AA.^ TGA GCA GAG OCT CGG GAT GGC ACC GGT 2 27 

Met Giu Xaa Gly ^ Lys Ser Ala Asp Pro Arg Asp Gly Thr Gly 
-'35 ^ -30 -25 

TAG ACT GRC TTN NKC ARG TAT TGC TGT GCT TTA CTT ACA TCT TTA TGR 27 5 

Tyr Thr Xaa Xaa Xaa Xaa 7yr Cys Cys Aia Leu Leu Thr Ser Leu Xaa 

„20 

TGT ATT TGG GGA GGT GGC TAG CTA GAG TTA GCA CAT GGC TAT GTA AAG 32 3 
Cys lie Trp Gxy Pro A1-. Tvr Leu Gl:i Leu Ala His Gly Tyr Val Lys 
15 10 



(2) INFORMATION FOR SEQ ID KG: 25 8: 

(1) SEQUENCE GHARACTERrSTICS: 

(A) LENGTH: 240 base pairs 
(S) TYPE: NL'CLEIC ACID 

(C) STPANDEDNE33: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: CDNA 

(vi) ORIGINAX SOURCE: 

(A) ORGANISM: Hono Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 1. . 24 1 

(C) IDENTIFICATION METHOD: blastn 

(3) OTHER INFORMATION: identity 99 

region 12 . ,252 
id H64050 
est 

(1X1 FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 1..241 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identify 99 

region 1 - .241 
id R17172 
est 

(IX ! FEATURE: 

(A) NA>!E/KEY: other 
(3) LOCATION; 1..241 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 2 . .242 
id HSC15C081 
est 

(ixi FEATURE: 

(A) NAME /KEY: other 



wo 99/06550 



263 



PCT/IB98/01232 



(B) LOCATION: 8. .24 1 

(C) IDENTIr ICATiOM MF.THOD: blasTin 

(D) OTHER IMFOF^KATICN : identity 95 

region 1 . .234 
id PJ\14S€€3 
est 



(ix} FEATURE: 

(A) NAME/KEY: otr.er 
(3) LOCATION: 29. .2'U 

(C) IDENTiriCATION METHOD: blastn 

(D) OTHER INFORt4A:nON: identity 98 

region 29. . 241 
Id HS'J4 6380 
est 



(IX 1 FEATURE: 

(A) NAME/KEY: sic_peptide 

(B) LOCATION: 10. . 135 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq ITGVILLAVGIWG/KV 

(xil SEQUENCE DESCRIFTION: SEQ ID NO; 253: 



GGGCTAGTC ATG GCG TCC CCG TCT CGG AGA CTG GAG ACT A_AA CCA GTC ATT 51 
Met Ala Ser Pro Ser Arg Arg Leu Gin Thr Lys Pro Vai lie 
-40 -35 -30 

ACT TGT TTC AAG AGC GTT CTG CTA ATC TAG ACT TTT ATT TTC TGG ATC 99 
Thr Cys Phe Lys Ser Val Leu Leu He Tyr Thr ?he He Phe Trp lie 
-25 -20 -15 



ACT GGC GTT .ATC CTT CTT GCA GTT GGC ATT TGG GGC AAG GTG AGC CTG 14 7 

Thr Giy Vai He Leu Leu Ala Val Gly He Trp Gly Lys Vai Ser Leu 

-10 -5 1 

G.AG AJ^T TAG TTT TCT CTT TTA /\AT GAG AA.G GCC ACC AAT GTC CCC TTC 195 

Glu Asn Tyr PhcSsr Leu Le*; Asn Glu Lys Ala Thr Asn Val Pro Phe 

5 10 15 20 

GTG CTC ATT GOT ACT GGT ACC GTC ATT ATT CTT TTG GGC ACC TTC 2 4 0 

Val Leu He Ala Thr Gly Thr Val He He Leu Leu Gly Thr Leu 

25 30 35 



(2} INFORI^lATION for seq id NO: 2 59: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 335 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEONESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(111 MOLECULE TYPE: CDNA 

(Vl) ORIGINAL SOURCE: 

(A) ORGANISM: HomD Sapiens 

(F) TISSUE TYPE: Cancerous prostate 
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^ix} FEATURE: 

(A) NA>JE/KHy; oth-r 

(B) LOCATION: 8. .349 

OTHER I^^rORMATIO^ Ll;^::;^^^ 

6. .3^17 

id 
est 

fix) fEATURS: 

(A) NAME/KEY: other 
(3) LOCATION: 3^4 365 

OTHER rNEORMATlON: Lnil^rgv 

t'^gior. 341 . . 382 

(iK) FEATURE; 

fA) NAME/KEY: other 

(B) LOCATION: 22 366 

fC) IDENTIFICATION MPTHOO- hi 

(0) OTHER IKPORMATION 'LnU^:;%9 

region 2. .34 5 
R5S598 

est 

fix) EEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 71 335 

CC) IDENTIFICATION ME-MOn- K, 

OTHER i.poH™.Tio".:"°r.ener.!r„ 

J^egion I. .315 

Id HSC33B061 
est 

{i>0 FEATaRE: 

(A) NAME/KEY; other 

fB) LOCATION: 156. 385 

fC) ICENTIFICATICN ME^HO-l- K. 

2^egj.on 91. .320 
id T65515 
est 

fi^) FEATURE; 

(A) NAME/KEY: other 

(fi) LOCATION: ?0..l<i 

(CJ rOENTIFICATrON METHOD- k 

i^egior. 5. .76 
id T65515 
est 

(ix; FE.ATURE: 

fA) NAi^E/KEY: other 
(3) LOCATION: 2 9 305 
(C) :DEMT:r:CATION\METf:oD. , 



identity 99 
leqio.T 2 . . 273 
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Id KSCZRF051 
est 

(ix) FEATURE: 

(A) N^MF/KSY: sig pep-iide 

(B) LOCATION: 11 9.. 31 9 

(C) rOCNTIFICATION METHOD: Voa Heijiie rnarrix 

(D) OTHER IMF0Rt4ATI0N: score 5.2 

seq ISVSLLPCAGAWS/LL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 259: 



AAAAGCGGAG MYAGGMWCGG TGAGGAGAGT CGAGGGAGGT GACGCGCGC7 GCCGGGGCGA 50 

GGTTGCGAGG GGCGGTGTTG AAGAATGTGT GGGCGAACA? CCTGTCACTT ACCTAGAG 118 

ATG TTC TCA CGA GAG CTT GCG CCT ACC AGG ATC GGC GGG GCC AGC AGC Ibu 
Met Phe Ser Arg Glu Leu Ala Pro Tnr Arg He Cly Gly Ala Ser Ser 
-65 -60 -55 

GGC TCC CGG AGT GGA GGG ACC CTG ATA AGT ACT GCC CCT CTT ACA ACA 211 
Gly Ser Arg Ser Gly Gly Thr Leu lie Ser Thr Ala Pro Lea Thr ?hr 
-50 -3b -40 

AGA GTC CTC AAT CCA ACA GCC CAG TGC TTC TGT CTC GAC TGC ACT TTG 262 
Arg Val Leu Asn Pro Thr Ala Gin Cys Phe Cys Leu Asp Cys Thr Leu 
-35 -30 -25 -20 

AGA AGG ATG CAG ACT CAT CTG AGC GTA TCA TTG CTC CCA TGC GCT GGG 310 
Arg A^g Met Gin Thr His Leu Ser Val Ser Leu Leu Pro Cys Ala Gly 
-15 -10 -5 

GCT TGG TCC CTT CTT RGT TCA AAG AAA GTG ATC CTT CCA AGC TGC AGT 3 58 
Ala Trp Ser Leu Leu Xaa Ser Lys Lys Vdl He Leu Pro Ser Cys Ser 
1 5 10 

TCA ATA CTA KCA ACT GTC GTA GTG ATA 38 5 

Ser He Leu Xaa Tnr Val Val Val He 
15 20 



(2) INFORMATION FOR SEQ ID NO: 260: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 336 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAi-lE/KEY: other 

(B) LOCATICN: 4 3.. 123 

(C) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: ic-jiiLity 97 

15. . 104 
id R4 9759 
est 

(ix) TEATURE: 

(A) NAME/KEY: ether 

(Bj LOCATION: 132.. 15-3 

(CI IDENTIFICATION METilOU: biastn 

(D) OTHER IMFORMATIC:^: identity 103 

region 106 . .163 

id R49759 

est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptidc 

(B) LOCATIOM: 225.. 311 

(C) IDENTIFICATION METHOD: Vcn Hei^ne matrix 

(D) OTHER INFORMATION': score 5.1 

seq LLMLGVTLPNSYW/RV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 260: 



ATTCCTCTGA CCTGCCAGGA AGCAGAGAGA 
G.^GACGGACC TGAGCCCGAG GAAGAGGCAC 
TGCCTGGRAC AAACCCTCCT TAGCCGCAGC 
CCCCCTCTCT GGGGCACCAG CCCCCCAGGG 



CCCACACAGC AGGCAGGG.^^G GCAGAAAGTG 60 

GC.2\GAGGCTG AGGCTGPiTTC CACCCCAGCC 12 0 

CCCTTCC.ClGT TCCCTAGGGG TTCTGCCCCT 180 

TCCTGCATCC NACC ATG TCG ATG GCT 23 5 
Met Ser Met Ala 



GTG GAA ACC TTT GGC TTC TTC ATG GCA ACT GTG GGG C7G CTG ATG CTG 28 4 

Vdi Giu Thr Phe Gly Phe Phe Met Ala Thr Val Gly Leu Leu Met Leu 
-25 -20 -15 -10 

GGC GTG ACT CTG CCA AAC AGC TAC TGG CGA GTG TCC ACT GTG CAC GGG 332 

Gly Val Thr Leu Pro Asn Ser Tyr Trp Arg Vdl Stir Thr Val His Gly 
-5 1 5 

?J\C GTC ATC AHC ACC AAC AHC ATC TTC GAG AJ.C CTC TGG TTT AGC AGT 380 

Asn Val lie Xaa Thr Asn Xaa lie Phe Glu Asn Leu Trp Pne Ser Ser 
10 15 20 



GCC GGG 
Ala Gly 
25 



(2,- INFORMATION FOR SEQ ID NO; 2 61: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 222 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 
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VI] Cr.i3::-;AL source : 

0RGA>J:SK: Homo Sapiens 
[7) TISSUE TYPE: Jlypert rophic prosta--.-.' 

IX) f LA PURE: 

(A) NAMK/KEY: other 

(P) LOCATION: 11 8.. 222 

;r:) IDENTIFICATION METHOD: biastn 

{?.) OTHER IN?0Bi4ATI0N: identity 94 

region 112 . . 2 1 b 
id T86663 
est 

(ix) FEATURE: 

;A) MAKE /KEY: other 

LOCATION: 118 . . 156 
:C) IDENTIFICATION METHOD: biastn 
;C) OTHER INFORMATIOM: identity 97 

region 120. . 153 
id AAO55830 
est 

;ix} FE.ATURE: 

lAf NA^3£/KEY: sig^peptide 
[FV; LOCATION: 55.. 11 4 

(C) IDENTIFICATION METHOD: Von Heijne T.atrix 

(D) OTHER INFORMATION: score 5 

seq XFLXLXXLSXXWt^'XU 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 261: 



ACTCAGAAGC ttGG.ACCGCA TCCTAGCCGC CGACTCACAC AAGGCAGABT TG^C ATG 57 

Met 
-20 

GAG .W^ ATT CCA GTG TCA SCA TTC TTG CDC CTN GYG G5C CTC TTK WAS 105 
Gl'j Lys 11^ P-o Val Ser Xaa Phe Leu Xaa Leu Xaa Xaa Leu Ser Xaa 
-15 -10 -5 

AKC TGG CCA SSG GAT ACC ACA GTC AAA OCT GGA GCC A>LA AAG G.AC ACA 15 3 

Xaa Trp Pr-o Xaa Asp Thr Thr Vai Lys Pro Gly Ala Xd^ Lvi; Asp Thr 



1 



10 



AAG G.AC TCT CGA SCC AAA CTG CCC CAG ACC CTC TCC AGA GOT TGG GGT 201 
Lvs Asp Ser Arq Xaa Lys Leu Pro Gin Thr Leu Ser Arg Giy Trp GLy 
15 20 25 

G.AC CAA CTC ATG TGG ACA CGG 2 22 

Aoo Gin Leu lie Trp Thr Arg 

30 35 



;2) INFORMATIOM FOR SEQ ID NO: 2 62: 

(i) SEQUENCE CHARACTERISTICS: 

{Al LENGTH: 366 base pairs 
(3i TYPE: NUCLEIC ACID 
(Ci 3TRANDEDNESS : DOUBLE 
;:)f T;>PCL0GY: LINEAR 
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{ii; MOLECULE TYPE; CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 

(D TISSUE TYPE: Nornli prostate 



(ix) FEATURE: 

(A) NmE/KEY: other 

(B) LCCATIOK: 207 . . 326 

(C) IDEMTIFICATIOK METHOD: blastn 
(0) OTHER INFORf'LA'i : J.N : identiry 99 

region B5 . .204 
id W69716 
est 



(ix) FEATURE: 

[A) NAME/KEY: other 

[B] LOCATION: 122.. 208 

{O IDENTiriCATICK METHOD: blasm 
(D) OTHER INFORMATION: identity 97 

region 1 . . 87 
id W6971& 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 31 6.. 366 

(C) IDEN'TirrCATION METHOD: blastn 

(D) OTHER INFORM.ATION: identity 94 

region 195. . 245 

id W69716 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 282.. 366 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 94 . .178 
id W73842 
est 



(ix) FEATURE: 

(A) MAME/KEY: other 

(B) LOCATION: 207.. 287 

[O IDENTIFICATION METHOD: blastn 
;D1 OTHER INFORMATION: identity 98 

region 17 . . 97 
id W7384 2 
est 



(ix) FE.^TURE: 

(A) NAT^E/KEY: other 

(B) LOCATION: 257.. 326 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 42 . .Ill 
id W58103 
est 
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(ix; f:latur:-:: 

(A) tJAM?./KEY : other 

(B) LOCATION: 317 ,. 366 

(C) ICENTIFICATION METHOD: blastn 

(D) (5THER IKrORMATIOM: identity 90 

region 101 . . 150 

id W58103 

est 



(i:<) FEATURE: 

(A} NMAE/KEY: sig_peptide 

(B) LOCATION: 11 2.. 3 12 

(C) IDENTIFICATION METHOD: Von r:ei:)ne matrix 

(D) OTHER INFORMATION: score 5 

seq LILERPLVPSAEA/SG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 262: 



ATA.AGGCCTC AGGStCCTG-T TTTCCCTGGC CTCTTCTAGA GGGCCCGTGG AMCAGGTCGC 6C 

AGTGCGTGCT TATTTGG.A.AA CCAGGTGTGT GAGCCGAATG CCTGCCAGGC C ATG CAC 117 

Ket His 

TCA GCA GAG GAG CCC TTG TAN CTG GCT GCC CTG AGA GGA GCA AGA GGC 16b 
Ser Aia Glu Glu Fro Leu Xaa leu Ala Ala Leu Arg Gly Ala Arg Gly 
-65 -60 -55 -50 

CAC CTG CCA TGT GGC TCT AGA CAC CAC GTG GGC TCA TTA GCC CCA GCG 213 
His Leu Pro Cys Gly Ser Arg His His Val Gly Ser Leu Ala Pro Ala 
-45 -40 -35 

TCT GTG CCG GCT CCA GGT GCC TGC CTC TGG GTG TGT GAG TGG GAG ACT 2 61 
Ser Vai Pro Ala Pro Gly Ala Cys Leu Trp Val Cys Glu Trp Glu Thr 
-30 -25 -20 

TTG CTC CCT GGC CTC ATC CIA GAG AGG CCC CTG GTG CCT AGT GCT GAG 30 9 
L^u Leu Pro Glv Leu lie Leu Glu Arg Pro Leu Vai Pro Ser Aia Glu 
-15 ' -10 -5 

GCC TCT GGG GCT GGA AAG CTC AGC AGA AAG GAG GCA CTA CTC AGC AAC 357 
Ala Ser Gly Ala Gly Lys Leu Ser Arg Lys Glu Ala Leu Leu Ser Asn 
1 ' 5 10 15 

TAT GCA TTG 
Tyr Ala Leu 



(2) INFORMATION FOR SEQ ID NO: 2 63: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 316 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISl^;: Home Sapiens 
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{F'l TISSUE T^fK: ype r r_ roph I - prostate 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B; LOCATION: 121 . .26^ 

(C; IDENTIFICATION METHOD: blastn 

(D; other INFOR^L^^TION: identity 37 

region 127 . .270 

id N2499I 

est 



(IX) FEATURE: 

(A) NAME/KEY: other 

{B; LOCATIO^J: J.. 124 

iZ) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOREWION: identity 95 

region 10. , 131 
id N24 991 
est 



(ix) FEATURE: 

(A) NAME/ KEY: other 

(B) LOCATION: 1G1..292 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORr<A.TION: identity 96 

region 15 . . 14 6 
id HSCIWGUI 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 175.. 310 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 1 35 
id AA00139O 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17G..265 

- (C) IDENTIFICATION METHOD; blastn 
(D) OTHER INFORt^ATION: identity 93 

region 1 . . 90 
id AAD17578 
est 



(ix) FE.ATURE: 

(A; NAME/KEY; Other 
(B; LOCATION: 191 . .2 65 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORKATION: identity 130 

region 1 . . 75 
id R1753C 
est 



(IX ) FEATURE: 

(A) NAME/ KEY: sig peptide 

(B) LOCATION: 167V. 2 95 

(C) IDENTIFICATION MSTHOD: Von Hei:ne rr.atrix 
(01 OTHER KIFORKATION: score '1.9 
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seq GLWLALVDGLVKX/AF 
(xi) SEQUENCE DESCRIPTION; SEQ ID NO: ^'bJ; 

AnrT^TTc::? acgcagccgc tcctgccggc gtggtcgctg gagctttgcc tctctaggcc 60 

GGCA:nCGCCT CTCC:^CCATG GTCGGGTCTG TCAGGGCTGT TTTGGGAGCC CGCCGGTGAG 120 

GCCG3GCCAC GCTCAGACAC TTCGATCGTC GAGTCTGTCA CTGGGG A7G GCG GGT 175 

Met Ala Gly 

CAG TTC CGC AGC TAG GTG TGG GAG CCG CTC GTG ATG CTC; TGG CAG ATC 22 3 
Gin Phe Arg Ser Tyr Val Trp Asp Pro Leu Le : 1'*^ ;.-^u Set: Gin lie 
-4(; -35 -iO -25 

GTG CGC ATG CAG ACC GTG TAT TAG GGC TGG CTG CGC GIG TGG CTG GCG 271 
Vdl Lea Met Gin Thr Val Tyr Tyr Gly Ser Le;.: Cly Leu Trp Leu Ala 
-20 -15 -10 

CTG GTG GAG GGG CTA GTG CGA ASA GCC CCT CGC TGG ATC SGA GGG 316 
Lou Val AsD Gly Leu Val Arg Xaa Ala Pro Arc Trp lie Xaa Gly 
-5 1 ^ 



(2) INFORMATION FOR SEQ ID NO: 264: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 331 base pairs 

[B} TYPE: NUCLEIC ACID 

[O STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

[:) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY; other 
(Q) LOCATION: 72.. 3 12 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 7 6. .316 
id W03477 
est 



(ix) FEATURE: 

(A) NAME/KEY; other 
(3) LOCATION: 2 . . 73 

(C) IDENTIFICATION METHOD: blastn 
(Q) OTHER INrORM.^TION: identity 98 

region 7 . . 8 3 
id W03177 
est 



(ix) FEATURE: 

(A) NAME /KEY: Other 
(Ii) LGCATICN': 7 2.. 32 8 
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(C) I IJH:NTI FK^MION METHOD: bias CM 
(L) OTHEK :N FORMAT I ON: identity 97 

region 69 . .325 
id VJ4 03d1 
est 

(IX) FEATURE- 

NAT-IE /KEY: other 
!B) LOCATION : 3 . . 78 

■:Cl IDENTIflL-ATION METHOD: biastr. 

;LM OTHEH INFORMATION: identity 98 

region 1 . . 76 
id W40364 
est 

(IX) FEATURE; 

(A) NAME/KEY: other 

;B) LOCATION: 164 . .328 

;C) IDENTIFICATION METHOD: blastn 

:D) OTHER INl-ORMATIGN: identity 100 

region 172 . . 336 

id R71313 

est 

(IX) FEATURE: 

(A) NAME/KEY: Other 
(3) LOCATION: 7 2. . 153 

[C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 80 . ,166 
id R71313 
est 

(ix) FEATURE: 

(A) N.AME/KEY: other 

(3) LOCATION; 7.. 78 

!C) IDENTIFICATION METHOD: blastn 

(D, OTHER INFORMATION: identity 94 

region 16 . .87 
id R71313 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 164 . .323 

(C) IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 100 

region 151. .315 

id H37810 

est 

iiy.) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 7 2.. 15 3 

(CI IDENTIFICATION METHOD: olastn 

(D) OTHER INFORMATION; identity 98 

region 5 9. .145 
id H87810 
est 



(i ) 



E.ATURE : 
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(A) NAME /KEY: other 
{B) LCCATICK: M . . 7 

(C) IDENTIFICATION METHOD: blasta 
(U) OTHEE^ INFClRMATIOM; identity 98 

Legion 2 . . 66 
id H87810 
est 



[ix) FEATURE: 

!A) NAt^E/KEY: other 

;B) LOCATION; 72 . .21^ 

;C) IDENTIFICATION METHOD: blastn 

(D) OTHER :N;-^OKMATrON : identity 97 

region 52 . . 25'3 
id AA135694 
est 



{ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 20. . 78 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOHMATION: identity 96 

region 1 . . 59 
id AA135694 
est 



(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: 270.. 323 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 249. . 307 
id AA135594 
est 



(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 6 2.-2 95 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORRATION: score 4.9 

seq VGAVFGLTTCI3A/HV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 64: 



AGGCTGCCCT TGCGCTTCCC GAGC7GGCGG GGTCCGTGGT GCGGGATCGA GATTGCGGGC 60 

T ATG GCG CCG AAG GTT ITT CGT CAG TAG TGG GAT ATC CCC GAT GGC ACC 109 
Met Ala Pro Lys Val ?ne Arg Gin Tyr Trp Asp He Pro Asp Gly Thr 
-75 -70 -65 

GAT TGC CAC CGC AAA GCC TAC AGC ACC ACC AGT ATT GCC AGC GTC GCT 157 
Asp Cys His Arg Lys Ala Tyr Ser Thr Thr Ser He Ala Ser Val Ala 
-60 -55 -50 

GGC CCG ACC GCC GCT GCC TAC AGA GTC ACA CTC AAT CC? CCG GGC ACC 205 
Gly Leu Thr Ala Aia Ala Tyr Arg Val Thr Leu Asn Pro Pro Gly Thr 
-45 -40 -35 

TTC GTT G.A.A GGA GTG GCT AAG GTT GGA CAA TAC ACG TTC ACT GCA GCT 2 53 

Pr.e L-M Gl.n Gly Ve.l Ala Lys Val Gly Gin Tyr Thr Phe Thr Ala Ala 
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-JO -25 -20 -15 

GC7 GTC GG" GCC GTG TTT GGC CTC ACC ACC TGC ATC AGC GCC CA i' GTC 301 

Aid V^l Gly Ala VaL Phe Gly Leu Thr Thr Cv-s He Ser Ala :-{ls Val 
-10 -5 1 

CGC GAG .^AG CCC GAG GAG CCC C7G AAC CGG 3 31 

Arg Glu Lvz Pro Asp Asp Fro Leu Asn Arg 
' 5 10 



i'2:' I M FORMAT ION F'OR SEQ ID HO: 2 65: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 215 base pairs 

(B) TYPE: NUCLEIC ACID 
(Ct STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LIMEAR 

[11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGA^:ISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: compieraent ( 4 4 . . 1 8 3 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .140 
id N78549 
est 

FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: conplement ( 2 , . 34 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 150. . 132 

id N7g549 

est 

(IX) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: complement { 103 .. 21 4 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INrORt4ATION: identity 95 

region 100 . . 211 

id N27605 

est 

:ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 150.. 203 

;C) IDENTIFICATION METHOD: Von Hcijnc matrix 
(D) OTHER INFORMATION: score 4.9 

seq WLQVLPVILLLLG/VF 



{y.i} SEQUENCE DESCRIPTION: SEQ ID NO: 2 65: 
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AGAGAGAGGG GCCGCTACGC 
T.AATCCCGCC CTTAGAGCAG 
CTTTCGGTAG GCACTCCACG 



CGCACAGCAA ACAAGCTCCG 

AGCCGGA-^GA AGGCGGGACG 

GCTCTG^^^G ATG CCG GCG 
Met Ala Ala 



CGACGTTTCC AGGAGCCGGA 5 0 

A.^CCGGAAGA GGGTGAAATG 12 0 

GCT GCG TGG CTT GAG 17 3 

Ala Ala Trp Leu Glr. 

-15 



GTG TTG GCT GTC ATT CTT C?G CTT CTG GGA GTC CCC CCG TCG 215 
Val Leu Pro Val lie Leu Leu Leu Leu Gly Val Pro Pro Ser 
-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 2 66: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 127 base pairs 
(3) type:; NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) HOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement { 1 .. 1 2 ^1 ) 

(C) IDENTIFICATION METHOD: blacta 

(D) OTHER INFORMATION: identity 100 

region 59 . . 182 
id AA04 5287 
est 



(ix; FEATURE: 

(A) NA^E/KEY: other 

(3) LOCATION: coiuplement ( 1 . . 12 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity IOC 

region 4 5. .158 
id R77973 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement (1 1 2 O 

(C) IDENTIFICATION (METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 70 . . 193 
id ;iJi.l 3 60 4 3 
est 



(ix) FEATURE: 

(A; NA>:E/KEY: other 

(B) LOCATION: complement ( 1 .. 12 4 ; 

iC] IDENTIFICATION METHOD: blastn 
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{\^) ir:VSA{ INFORMATION: identity 100 

region 60 . .183 
id AA115201 
est 

(ix) FEATURE: 

(A) NA^:E/KEY: other 

(B) LOCATION: complement ( 1 .. 1 2 4 ) 
;C) IDENTIFICATION METHOD: blastn 
;0) OTHER INFORMATION: identiey 100 

region 60 . . 133 
id R72616 
est 

;i:<) FEATURE; 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 5.. 115 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(Dl OTHER INFORMATION: score 4.3 

seq LLILDMNVLYTDA/SP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 266: 



ATAG ATG GAA ATA TAG TTT ATA TTT TGT ATC ATC GTG CCT ATA GCC GCT 4 9 
Met Gla lie Tyr Phe lie Phe Cys lie lie Val Pro He Ala Ala 
-35 -30 -25 

GCC ACC GTG TAT AAA TCC TGG TGT CTG CTC CTT ATC CTG GAC ATG AAT 91 
Ala Thr Val Tyr Lys Ser Trp Cys Leu Leu Leu He Leu Asp Met Asn 
-20 -15 -10 

GTA TTG TAG ACT G.AC GCG TCC CCA CTC GGG 127 
Val Leu Tyr Thr Asp Ala Ser Pro Leu Gly 
-5 1 



(2) INFORt<ATION FOR SEQ ID NO: 2 57: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 220 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(IX] F'^ATURF: 

(A) NAME /KEY; other 

(3) LOCATION: 4 8.. 140 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 91 

region 36 . . i2M 
id PA054941 
est 
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(ix) FEATURE: 

(A) NAME /KEY: ctner 

(B) LOCATION: L 3 0.. 197 

(C) IDENTIFICATIOM METHOD: blastn 

(D) OTHER INFGRKJ^TION: identity 92 

region 117 . .18 4 
id AA054941 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 4 9.. 218 

(C) IDENTIFICATION METHOD; blastn 
{D} OTHER IMFORI-IATION: identity 94 

region 36 . .206 
id W68324 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 48.. 141 

(C) IDENTIFICATION METHOD: blastn 

{D} OTHER INFORCOTIOH: identity 91 

region 22 . .115 
id H72703 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 13C..218 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMA.TION: identity 93 

region 103. .191 

id H72703 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 9.. 5 9 

(C) IDENTIFICATION METHOD: blastn 
{D) OTHER INFORIOTION: identity 93 

region 4 . . 34 
id H72703 
est 



(ix) FEATURE: 

(A) KAiME/KEY: other 

(B) LOCATION: 4 8.. 14 0 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 16. . 108 
id AA128297 
est 



(ix) FEATURE: 

(A) NAME /KEY: otner 

(B] LOCATION: 130. .216 

(C: IDENTIFICATION METHOD: blastn 
(D) OTHER INFORNL^TICN: identity 93 

region 97 . .13 5 
id A.:^128297 
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est 



(IX) FEATURE: 

!Aj N.AME/KEY: other 

(B) LOCATION: 43 . . 14 1 

[d LDENTIFICATION METHOD: blastn 

{Di OTHER INFORKATION: identity 91 

region 13 . .106 
id W25240 
est 



(IX) FEATURE: 

(A) NAME /KEY: other 

(3; LOCATION: 130,. 213 

(C: IDENTIFICATION METHOD: blastn 

([): OTHER INFORMATION: identity 93 

region 94 . . 182 
id W2 5 24 0 
est 



(i:<) FEATURE: 

(A) K'AME/KEY: sig_peptide 

(B) LOCATION : 71 . . 163 

(C) IDENTIFICATION METHOD: Von Heijne matri:< 

(D) OTHER INFORMATION: score 4.8 

seq VLLAIGMFFTAWF/FV 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 267: 



ACTGTCGACG TGTTCTTCCG GTGGCGGACG GCGGATTAGC CTTCGCGGGG CA^AAATTGRA 60 

RCYCDRGGCC ATG AGC AGA TAT ACC AGC CCA GTG AAC CCA GCT GTC TTC 10 9 

Met Ser Arg Tvr Thr Ser Pro Val Asn Pro Ala Val Phe 
-30 ' -25 -20 

CCC CAT CTG ACC GTG GTG CTT TTG GCC ATT GGC ATG TTC TTC ACC GCC L57 
Pro His Leu Thr Val Val Leu Leu Ala lie Giy Met Phe Phe Thr Ala 
-15 -10 -5 

TGG TTC TTC GTT TAG GAG GTC ACC TCT ACC AAG TAG ACT CGT GAT ATC 205 
Trp Phe Phe Val Tyr Glu Val Thr Ser Thr Lys Tyr Thr Arg Asp lie 
1 5 10 

TAT AA.A GAG CTC CAG 2 20 

Tyr Lys CIj. Leu Gin 
15 



12; INFORMi^TICN FOR SEQ ID NO: 2 58: 

(i) GEQUEKCE CHARACTERISTICS: 

(A; LENGTH: 422 base pairs 
(31 TYPE: NUCLEIC ACID 
(C! STRANDEDNESS: DOUBLE 
(D; TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SO[Ii«:F.: 
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(A) ORGANISM: Homo Sapiens 

(F; tissue. TYt't:-. cancerous prostate 

(IX) FLATL'RE: 

( A ; N AMt: /KEY: other 
(3) L0CA7I0M: I 35,. 17 9 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORt-lATION: identity 91 

region 15 . .59 
id R68571 
est 

(IX) FEATURE: 

(A) NAMF7KFY: s i.q__pep t ide 

(B) LOCATION: 303. .413 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORt^ATION : score 4.8 

seq LMLSSSLPLLIWL/KD 

(XI) SEOUEKCE DESCRIPTION: SEQ ID NO: 263: 



AACTTTAGCC TCTGATTGCA GGCCACCACT TCATTTACAT GGGGTGAGCA CCAATGCGTT 60 

TTGTTCAATT CTTTGTTCAA .AACCCCAAGA ATCTGGACAA CTTGCACTCA AGACCCTCTA 120 

CGGGTTTGGC GAGCCAGTCC TTCAGTGGCT GTTTTCTAGT AGCTCCTTGG CA.ATTGAGGG \':.0 

GA-^CTGGCTG GGACCACTCT CCAGTGCTGT CTGAAGGCCA AGGAGTGAAC AGGGATGGCT 24 0 

GCCCTGCCTT GAAGAGGGAA. GGACTCTTTT CTATCCTTTC CAGCTATAGT CCCTGATCCC 3 30 

TACATGTG ATG CGG TTG GCA GCG GAA GCT CAT CCT GGG CGA ACT CAC ACA 350 
Met Arg Leu Ala Ala Glu Ala His Pro Gly Arg Thr His Thr 
-35 -30 -25 

CTT TTC AGG AGA CTT ?JiI\ CCT ITT CTT ATG CTA AGT TCT TCC CTT CCC 3 9B 
Leu Phe Arg Arg Leu Lys Pro Phe Leu Ket Leu Ser See Ser Leu Pro 
-20 -15 -10 

CTA CTC ATC TGG CTA AAG GAG AGA 4 22 

Leu Leu Il-e Trp Leu Lys Asp Arg 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 2 69: 

(1} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 261 base pairs 
(B; TYPE: NUCLEIC ACID 
(CI STRANDEDMESS : DOUBLE 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

;vi) ORIGINAL SOURCE: ■ 

(A) ORGANISM: Homo Sapiens 
•Ti TISSUE TYPE: Prostate 
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(A) NAME:/KEY: other 

(B) LOCATION -. 2 . . 2b I 

(C) IDtNTIFICATICN' METHOD; biastn 

(D) OTHER INFORMATION: identity 93 

region 17 . .27 6 
id H23506 
est 

(ix) feature;: 

;A) NAKE/KEY: other 

;B) location : 2 . . 22j 

(CJ IDENTIFICATION METHOD: biastn 

(C) OTHER INFORMATEON: identity 92 

region 8 . .226 
id R74310 
est 

(ix) FEATURE: 

(A) NAME/KEY; other 
(Bl LOCATION: 215.. 261 

[C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 226. .268 

id R7431G 

est 

[ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 103.. 261 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMA-IOM: identity 97 

region 125. - 283 

id N42319 

est 

!ix) FEATURE: 

[A) NAME/KEY: other 
(3) LOCATION: 103.. 261 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 119. . 277 

id N33735 

est 

(ix) FEATURE: 

:A) NAT^E/KEY: other 
IB) LOCATION: 105.. 261 

(C) IDENTIFICATION METHOD: biastn 

[D) OTHER INFORMATION: identity 97 

region 143. .299 

id R23867 

est 

(ix) FEATURE: 

(A) NAKE/KEY: sig_pGptide 
(3) LOCATION: 97.. 2 13 

(C) IDENTIFICATION METHOD: Von H-i]ne matrix 
iD] OTHER :N"0RMATI0N: score 4.8 

seq IILFSAIVGEIYG/YV 



SEQUENCE DESCRIPTION: SEQ 10 NO: 2 69: 
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/VwTGCCRE^A CCTTAGCCCT CACGGTCCTT AAGTCTCGGT CGCCCTCGCC TCKCAGCCTG 60 

CCVBCCGCZC TCRKC?GSSC GACTCCTCAG SCAGCC ATG CTG GAG CAT CTG RGC 114 

Met Leu Glu His Leu X.aa 
-35 

TCG CTG CCC ACG GAG ATG GAT TAG AAG GGC CAG AAG CTA GCT GRR GAG 162 

S^r Leu Pio Thr Gin Met Asp Tyr Lys Gly Gin Lys Lou Al:. Kaa Gla 

-30 -25 -23 

ATG TTT CAG GGR ATT ATT CT? TTT TCT GCA ATA GTT GGA TTT A^C TAC 210 

Met Phe Gin Glv He He Leu Phe Ser Ala He Val Gly Fhe He Tyr 

-15 ' -10 -5 

GGG TAC GTG GCT GAA CAG TTC GGG TGG ACT GTC TAT ATA GTT ATG GCC 258 

Gly Tvr Val Ala Glu Gin Phe Gly Trp Thr Val Tvr He Val Met Ala 

'l 5 10 15 

GGA 2G1 
Gly 



(2) INFORMATION FOR SEQ ID NO: 27 0: 

(i) SEQUSMCE CHARACTERISTICS: 

(A) LENGTH: 353 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS; DOUBLE 
:D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

;ix) FEATURE: 

(A) NAWE/KEY: Other 
:B) LOCATION: complement ( 154 354 ) 
(C) IDENTIFICATION METHOD: blastn 
;D) other INFORMATION: identity 97 

region 7C . .270 
id AA164135 
est 

(ix) FEATURE: 

;A) bimz/KZY: other 

:S) LOCATION: 28.. Ill 

;C) IDENTIFICATION METHOD: blastn 

[Vj] OTHER INFORMATION: identity 97 

region 233. . 381 
id AAie-HB'; 
est 

(ix) FEATURE: 

(A) NAKE/KEY: sig_peptide 
■:5) LOCATION: 2 97.. 34 4 

fC) IDENTIFICATION METHOD: Von Hei^ne matrix 
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(D) OTHER INTORMATION: szorc ^,3 

(xi) SEQUENCE DESCRIPTION: SKQ ID NO: 2/0: 

CCAACGTGTG CTTTGAAAAA ;iJ\GAAGGGAT GTTTTCTGTG TCA.^^ATGAP.G GTAATCATAG 60 

ATC.AAATTTG CTTATTGTGT TGTTCAAATC CTAGAAAACC ATTAGCATTT TTCTTTGCTT 12G 

GT.AATATKAG AJ^TCTAACAC TCATACAG.AA TATTGGAfViG GTTACCCTAC A.ATTGTAAAT 100 

TTG.AAATTCT CCTTCTAATT CTGTCAGTTA TTTATTGACA TA(.TAGTGGT TCTGTAGTCA 24 0 

AGTGCATATA ACGTTTTGAA TGTTACATCT TATTNHNGGA T-TWTTATTTT ATCATT ATG 29 9 

Met 

GAG TAT AGC AAA GTT CTA TTT TGT TCT TTT TCA AJ\T GTA CTT GGT TTT 34? 
GIu Tyr Ser Lys Val Leu Phe Cys Se- Phe Ser Asn Val Leu Giy Phc 
-15 -10 -5 1 

GAT TAT 35 3 

Asp Tyr 

(2) INFORMi\TION FOR SEQ ID NO: 271: 

(i) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 225 base pairs 

[B) TYPE: NUCLEIC ACID 
fC) STRANDEDNESS: D003LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

;vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(E) TISSUE TYPE: Prostate 

(ix) FEATURE: 

- (A) NAME/KEY: other 

(B) LOCATION: 19. . 133 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 100 

region 1 . .115 
id HSC133041 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 124 . .226 

(C) IDENTIFICATION METHOD: blast.i 

(D) OTHER INFORMATIOM; identity 95 

region 105 . .207 
id KSC13B04I 
est 

{ik; rZ.ATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 124 . .226 



wo 99/06550 



283 



PCT/1B98/0I232 



iCi IDENTIFICATION M2TH0D: blast n 
;DI other INFORMATION: identity 9 6 

region 71. .17 3 
id T08849 
est 

;_v) FEATURE: 

;A) name /KEY: other 

■:B) LOCATION: 53 -.13 3 

:C: IDEMTIFICATION ^:ETH0D: blastn 

:d; OTHER INFORRATION: identity 9B 

region 1 . . 8 1 
Id T08849 
est 

[IX) FEATURE: 

(A; K.AME/KEY; other 

(B) LOCATION: 5 3.. 135 

(C; IDENTIFICATION METHOD: blastn 

(D; other INFORMATION; identity 93 

region 1 . - S 3 
id H8 8132 
est 

(IX) FEATURE: 

(A; NAME/KEY: other 

(B; LOCATION: 124 . . 192 

(C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 71 . . 139 
id H88132 
est 

(ix) FEATURE: 

(A) N.AME/KEY: cthex 

(B) LOCATION; 192 . .226 

fC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 94 

region 140 . .174 

id H88132 

est 

[ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 53.. 144 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 92 
id T33149 
est 

FEATURE: 
(A) NAME/KEY: other 
;3) LOCATION: 145. .226 

[C) IDENTIFICATION METHOD: blasta 

(D) OTHER INFORMATION: identity 97 

region 92 . .173 
id T33149 
est 
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(A; NAME/KBY: other 

(B; location : 52 . . 1 3 J 

(C; IDENTIFICATION KETHOD: bldstn 

(D) OTHER INFORMATICK: identity 5 3 

region 1 . . 82 
id A.M21I1^ 
esc 



{1x1 FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1 92 . .226 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATICK: identity 94 

reqiori 141. .175 
id AA12:il4 
est 



(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION: 4 6.. 12 3 

(C) IDENTIFICATION METHOD: Von Heijne inatrix 

(D) OTHER INFORRATION; score 4.7 

seq LIMQLGSVLLTRC/PF 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 271: 



ACTCTCTGAC TGGGGTGAGG CCGC.AGCGGA CTGCCCT7TC CC.i\AG ATG GCG TCG AAG 57 

Met Ala Ser Lys 
-25 

ATA GGT TCG AGA CGG TGG ATG TTG CAG CTG ATC ATG CAG TIG GGT TCG 105 
lie Gly Ser Arg Arg Trp Met Leu Gin Leu lie Met Gin Leu Gly Ser 
-20 -15 -10 

GTG CTG CTC ACA CGC TGC CCC TTT TGG GGC TGC TTC AGC CAG CTC ATG 153 
Vai Leu Leu Thr Arg Cys Pro Phe Trp Gly Cys Phe Ser Gin Leu Met 
-5 1 5 10 

CTG TAC GCT GAG AGG GCT GAG GCA CGC CGG AAG CCC GAG ATC CCA GTG 201 
Leu Tyr Ala. Glu Arg Ala Glu Ala Arg Arg Lys Pro Asp lie Pro Val 
15 20 25 

CCT TAC CTG TAT TTC GAC AGT GGG 225 
Pro Tyr Leu Tyr Phe Asp Ser Gly 

30 



(2) INFORMATION FOR SEQ ID NO: 2^2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 305 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNSSS : DOUBLE 
:D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 
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(F) TISSUE TYPE: Normal prostate 



iix) EXATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 2.. 287 

;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: xdentity 99 

region 9.-294 
id W52125 
est 



;ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 19. .28 3 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

regi on 1 . . 2 65 
id AA024 62 3 



[ix) FEATURE: 

(A) NAME/KEY: other 
(B> LOCATION: 2 2.-284 

[C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . ,263 
id H5582^ 
est 



(ix) FEATURE: 

[A) NAME /KEY: other 
(3) LOCATION: 21 . .307 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 2 . .283 
id R62921 
est 



(IX) FE-ATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 102.. 287 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOEIMATION: identity 99 

region 57 , .24 2 
id N31702 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 4 5.. 100 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity IOC 

region 1 . . 56 
id M31702 
est 



(ix) FEATURE: 

iA) NAME/KEY: sig_peptide 
(3) LOCATION: 69.-224 

(C) IDENTIFICATION MKTriOD: Von Heijne natrix 

(D) OTHER INFORMATION: score 4.7 
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seq LGLALGRLEGG3A/RH 
;xi) SEQUENCE DESCRIPTION: SEQ ID NC ; 272: 

ATTGGCTCCG GATCGTGCGT GAGGCGGCTT CGTGGGCAGC GAGAGTGACA GACAAGACAG 60 

CAA.GCAGG ATG GAG CAC TAG CGG AAA GCT GGC TCT G:a GAG CTC CCA GCG 110 
Met Gla His Tyr Arg Lys Ala Gly Sor Vai Glu Lej Pro Ala 
-50 -45 -40 

CCT TCC CCA ATG CCC CAG CTA GCT GCT GAT ACC CT"" GAG ATG CGG CTC 158 
Pro Ser Pro Met Pro Gin Leu Pro Pro Asp Thr Leu Gl'j Met Arg Val 
-35 -30 -25 

CGA GA? GGC AGC AAA ATT CGC AAC CTG CTG GGG TTG GCT CTG GGT CGG 206 
Arg Asp Gly Ser Lys lie Arg Asn Leu Leu Gly Leu Ala Leu Gly Arg 
-20 -15 -10 

TTG GAG GGC GGC AGT GCT CGG CAT GTA GTG TTC TCA GGT TCT GGC AGG 2 54 
Leu Glu Gly Gly Ser Ala Arg His Val Val Phe Ser Gly Ser Gly Arg 
-S 1 10 

GCT GCA GGA AAG GCT GTC AGC TGC GCT GAG ATT GTC AJ^G CGG CGG GTC 302 
Aid Ala Gly Lys Ala Val Ser Cys Ala Glu lie Val Lys Arg Arg Val 
15 20 ' 25 

CCG 305 
Pro 



(2) I^JFORMATIO^J FOR SEQ ID NO: 273: 

li) SEQUENCE CHARACTERISTICS; 

[A) LENGTH: 322 base pairs 

[B) TYPE: NUCLEIC ACID 
(C} STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A} NAME /KEY: other 

(B) LOCATION: 113.. 324 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 2 . .213 
id W26501 
est 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 111.. 32 4 

(C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION: identity 97 

region 6 . .215 
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id W2B013 
est 



(ix) FEATURE: 

(A) NAI-IE/KEY: other 

(B) LOCATION: complement ( 2 1 1 .. 324 ) 

(C) IDEKTIFICATICN METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 334 .. 4 4 7 

id W28C77 

est 



(\x) FEATURE: 

(A) NAME /KEY: Other 
(E) LOCATION: 215 . .324 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . .110 
id HSC3LG011 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 

(B) LOCATION: 104.. 181 

(C) IDENTIFICATION METHOD: Von Hei]ne matri:^ 

(D) OTHER INFORMATION: score 4.6 

seq LIALTCLDGTTVS/AE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 273: 



AGCATTTTGC AAAGATGGCT GTAGGAATGG AGGAGCCTGT ATTGCCGCTA ATGTGTGTGC 60 



CT3CCCACAA GGCTTCACTG GACCCAGCTG TGAAACG.ACA TTG ATG AAT GCT CTG 115 

Met Asn Aia Leu 
-25 



ATG GTT TTG TTC AAT CTG ACA GTC GTG CTA ATT GCA TTA ACC TGC CTG 163 
Met Val Leu Phe Asn Val Thr Vai Val Leu lie Ala Leu Thr Cys Leu 
-20 ■ -15 -10 



GAT GGT ACC ACT GTG AGT GCA GAG ATG GCT ACC ATG ACA ATG GGA TGT 
Asp Giy Thr Thr Val Ser Ala Glu Met Aia Thr V.et Thr Met Giy Cys 
-5 1 5 10 



211 



TTT CAC CA,^ GTG GAG AAT CGT GTG AAG ATA TTG ATG AGT GTG GCA CCG 
Phe His Gin Val Glu Asn Arg Val Lys lie Leu Ket Ser Vai Giy Pre 

15 20 2:. 



259 



GGA GGC ACA vGCT GTG CCA ATG ATA CCA TTT GCT TCA ATT TGG ATG GCG 30 7 
Giy Giy Thr A^a Val Pro Met He Pro Phe Ala Ser He Trp Ket Aia 
30 35 40 



GAT ATG ATT GNC GAT 
.^'^sp Met lie Kaa Asp 
4 b 



322 



(2; IMFCRMATICN FOR SEQ ID NO: 274: 
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[I] SEQUENCE C;iARACTER:STICS ; 

(A; LENGTH: 331 base pairs 
{B: TYPE: NUCLEIC ACID 
(C; STRA:0EDNES3 : DOUBLE 
(D; TOPOLOGY: LINEAR 

(II) HOLEC'JLE TYi'L: CDNA 

(vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(E] TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: ether 

(B) LOCATION: 94 . . 339 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 97 

region 62 . . 307 
id AA133635 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 32.. 97 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 66 
id AA133635 
est 

(ix) FEATURE: 

(A) NAME/KEY: sic_peptide 

(B) LOCATION: 191.. 325 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq VLVYLVTAERVWS/DD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 274: 



ACTCCCAGGC TGGGCCAGCA CACCCGGCAG GCTCTGTCCT GGAAACAGGC TTCAACGGGC 63 

TTCCCCGAAA ACCTTCCCCG CTTCTGGRTA TGAAVWTKCA AGCTGCTTGC TGAGTCCTAT 12 0 

TGCCGGCTGC TGGGAGCMAG GAGAGCCCTG AGGAGTAGTC ACTCAGTAGC AGCTGACGCG 130 

TGGGTCCACC ATG AAC TGG AGT ATC ITT GAG GGA CTC CTG ACT GGG GTC 223 
Met Asn Trp Ser lie ?he Glu Gly Leu Leu Ser Giy Val 
-45 * -40 -35 

F\I\C TuAG TAG TCC ACA GCC TTT GGG CGC ATC TGG CTG TCT CTG GTC TTC 211 
Asn Lys Tyr Ser Thr Ala Phe Gly Arg He Trp Leu Ser Leu Vd Phe 
-30 -25 -20 

ATC TTC CGC GTG CTG GTG TAC CTG GTG ACG GCC GAG CGT GTG TGG AGT 32b 
He Phe Arg Val Leu Val Tyr Leu Val Thr Ala Glu Arg Val Trp Ser 
-15 -10 -5 

GAT GAC CAC AAG 3 37 

Asp Asp His Lys 
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(2) INFORKi^TION FOR SEQ ID NO: 27 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 287 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 0 5.. 2 87 

iC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 96 

region. 37 . . 119 
id T82645 
est 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 129.. 176 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.5 

seq SLFIYinCTCSNT/SP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 275: 



ACTGTCCCAT TCCTCCCCCT ACAACACACA CACCTTTCAG GCAGGGASGN GATGAGCTTC 6C 

CAGCCCCAAG AGTGGAGGCT GCCACATCCT AACATASGKA KCTATTGRRA AGGA/iKSAGT 12 C 

GTGTATCT ATG ATT ATA TCT CTG TTC ATC TAT ATA TTT TTK ACA TGT AGC 17C 
Met He He Ser Leu Phe He Tyr He Phe Xaa Thr Cys Ser 
-15 -10 -5 

AAC ACC TCT CCA TCT TAT CAA KGA ACT CAA CTG GGT CTG GGT CTC CCC 218 
Asn Thr Ser Pro Ser Tyr Gin Xaa Thr Gin Leu Gly Lea Gly Lea Pre 
1 5 10 

ACT GCC CAG TGG TGG CCT TTG ACA GGT AGG AGG ATG CAG TGC TGC AGG 26d 
S-^ Ala Gin Trp Trp Pro Leu Thr Gly Arg Arg Met Gin Cys Cys Arg 
15 20 25 30 

CTA TTT TGT TTT KTG TTA CAA 23 7 

Leu Phe Cys Phe Xaa Leu Gin 
35 



INFORC-tATION FOR SEQ ID NO: 27 6 
(i) SEQUENCE CHARACTERISTICS 
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{A} LENGTH; 155 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECaLE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

{A} NAME/KEV: other 

(B) LOCATION: I.. 156 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATIOK: identity 98 

region 40 . .195 
id AA227366 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1. . 156 

(C) IDENTIFICATION E^ETHOD: olastn 

(D) OTHER INFORMATIOK: identity 98 

region 4 . .159 
id AA069390 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 
{B) LOCATION: 9.. 152 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 1 . .14 4 
id AA248B50 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; IB.. 95 

- (C) IDENTIFICATION METHOD: biastn 
(D) OTHER INFORMATION: identity 96 

region 1 . . 78 
id AA248912 
est 

[ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 88 . . 132 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 70 . . 11 ^ 
id AA2 4 8 9:2 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 61.. 108 

(C) IDENTIFICATICN METHOD: Vcn tieijr.e matrix 

(D) OTHER INFORMATION: score 4.4 
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seq LN3LSALAELAVG/SR 
(xi) sequence: CESCRIFTION; seq :D NO: 276: 
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ATGGCTGTCA GAGGTGGGCG GCTTTGACCG AGAGGCTGCT GGAGCTCGTG TTTGGACGCG 60 

ATG TTT CGT C?G r^\C TCA CTT TCT CCT TiG GGA GA,A C7G GCT GTG GGT lOS 

Met Fhe Arg Leu Asa Ser Leu Ser Ala Leu Ala Glu Leu Ala Vai Gly 

-15 -10 -5 

TCT CGA TGG TAG CAT CGA GGA TCA CAG CCC ATC CAG ATC CGG CGG AGA 156 

Ser Arg Trp Tyr His Gly Gly 3er Gin Pro lie Gin lie Arg Arg Arg 

1 5 ^ 10 15 



(2) INFORMATION FOR SEQ ID NO: 277: 

(i) SEOUENCE CHARACTERISTICS: 

(A) LENGTH: 369 base pairs 

(B) TYPE: NUCLEIC ACID 
(CI STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

tii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Home Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 98 , . 330 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORM.ATION; identity 96 

region 69. . 301 
Id R99696 
est 

(ix) FEATUP.E: 

(A) NAME/KEY: other 

(B) LOCATION: 2 9.. 93 

(C) IDEMTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 70 
id R99636 
est 

(xx; FEATURE: 

(A) MAME/KEY: other 
(3) LOCATION: 206.. 330 

(C) IDENTIFICATION METHOD: biasCn 

(D) OTHER INF0RM.ATION: identity 99 

region 164. .238 
id W9G165 



(IX) FEATURE: 

(A) NAME/KEY: other 
[3] LOCATION: 98.. 20 9 
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{C'l IDENTIFICATION MSTHOD: biastn 
[U) jTHL;% INFORMATION: identity 97 

region 55 . .166 
id W90165 
est 

(ix) FEATURE: 

[?.} >JAr'IE/KEY: other 

:B) LOCATION: 4 3.. 93 

[O IDENTIFICATION KSTHOD: biastn 

{£] OTHE?. INFORMATION: Identity 96 

region 1 . . 56 
id W90165 
est 

FEATURE: 
(A) MAME/KEY: other 
(El LOCATION: 9 3.. 330 
;C) IDENTIFICATION METHOD: biastn 
[O OTHER INFORR^TION; identity 97 

region 82 . . 314 
Id H91200 
est 

(ix) FEATURE: 

(A) MAME/KEY: other 
(B| LOCATION: 16.. 98 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity 9S 

region 1.-83 
id H91200 
est 

(ix) FEATURE: 

;A) NAiME/KEY: other 

[Bl LOCATION: 98 . .24 9 

CO IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity 98 

region €2 . .213 
id R06513 
est 

(ix) FEATURE: 

(A) NAME /KEY: sig_pepticte 
{B) LOCATION: 238.. 288 

(C) IDENTIFICATION METHOD: Von Hsijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq TLRTWLCCAG3WA/VE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 277: 



ACATACTTGC ASCTARAACT A.AATATTGC? GCTTGGGGAC CTCCTTCTAG CCTTAAATTT 60 

CAGCTCATCA CC77CACCTG CCTTGGTCAT GGCTCTG3CT ATTCTCCTTG ATCCTTC;(:-:a iVO 

TTTGCACCAG ACCTCGATTC CTAGCGTCTC VATCTGGAG7 GCGGC7GGTG GGGGGCC7CC L3 0 

ACCGCTG7GA AGGGCGGGTG GAGGTGGAAC AGAA.AGGCCA GTGGGGCACC GTGTGTG 2:^7 
ATG ACG GOT GGG AGA TTA AGG ACG TGG CTG TG7 TGT GCC GGG AGO 7GG 
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Met Thr Ala Gly Thr Leu Arq Tnr Trp 



(XT GTG GAG CTG CCA GCG GAA C^G GTA 
Ala Val Gla Leu *^ro Ala GLu ^ro Leu 
1 B 

AGO AGA AAA AGA GCA AAA GGT CTC ATC 
Ser Arg Lys Arq Ala Lys Gly Leu lie 

2 0 
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293 

Leu Cys Cys A_a Gly Ser Trp 
-b 

GTG GTA TIT TGT AWG ACC ACC 33 3 

Val Val Phe Cys Xaa Ser Thr 
10 15 

Z^J\ TCA GTC '3h ■ 

Gin Ser Vai 
25 



(2) INFORMATION FOR SEQ ID NO: 2'h.]: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18= bctse pairs 

(B) TYPE: NUCLEIC ACID 
(CJ 3TRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: complement ( 2 99) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 99. , 196 
ic AA088o90 



(ix) FEATURE: 

(A) N.AME/KEY: other 

(3) LOCATION: complement ( 8 7 1 87 } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 12 . .112 
id AA088690 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptidc 
(9} LOCATION: 111 . .182 

;C) IDENTIFICATION METHOD: Von Hei3ne matrix 
;D) OTHER INFORMATTON: score 4.3 

seq RLLVILCVSVECAG/ST 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 278: 

ACTACAGCAT GGCCACGTGG AGGCAGCGGC AGGAGA.^J\.^ GCAGCTGGGC TTCTTGTGA^. GC 

CCCAAGCCCT CTGGACTGCC CCTATCCCCT GGAVCCCCAA CATACCTACA ATG CTG 115 

Met Leij 

GGG AGG CCC TGC TTC CAC TCC ZZ^ CAG AGG CTT TIG GTC ATC CTC TG.. 16^1 
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Gly Arg Pro Cys Phe His Ser Pro G_n Arg Leu Lou Vji He Leu Cys 

-20 -15 ^10 



GTG TCA GTA AA.^^ GCA GGC AGC ACG 
Val Ser Val Lys Ala Gly Ser Thr 
-5 1 



188 



:2) INFORMATION FOR SEQ ID NC: 2 "^9: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 9 oase pairs 

(B) TYPE: NUCLEIC ACI3 

(C) STRAKDEDNES3 : DCU3LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F] TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/fCEY: other 

(B) LOCATION: 106. .261 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity UO 

region 119 . . 274 
id AA280906 
est 

(ix) FEATURE: 

[Aj NAME/KEY: other 

(B) LOCATION: 2.. 99 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 15 . .112 
id PJi28Q906 



(ix) FEATURE: 

(A) NAME/KEY: other 

[B) LOCATION: 260 . .291 

[C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORviATION: identity 96 

region 272 . . 303 
id AA280906 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 140.. 291 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9 9 

region 224 . . 375 
id HUH406FO4B 
est 



(ix; 



FE.ATURE : 
(A) NAME /KEY: Oth^r 
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:B) LOCATION: 12.. 112 

:C) IDENTIFICATION METHOD: blast'. 

;0) OTHER INFORMATION: identity 9G 

region 1 . .101 
id HUM40dc'04B 
es - 

(ix) FEATLTRE: 

;A) name /KEY: other 

[B) LOCATION: 136. .140 

;C) IDENTIFICATION METHOD: blast n 

;D} other INFORMATION: identity 100 

region 9A . . 123 
id HUM406F04B 
est 

U-^) FEATURE: 

(A) NAI-IE/KEY: other 

■E) LOCATION: 132. .261 

■;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9 9 

region 124 . .2Si 
id AA133362 
est 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 5 . . 92 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION; identity 100 

region 1 . . 88 
id AA133362 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 260. .291 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 2 51. .28'-^ 
id AA133362 
est 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 106.. 261 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 100 

region 94 . .24 9 
id N57260 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 10.-92 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity IOC 

region 1 . . 3 3 
Id N57260 
est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 260.. 291 

;C) IDENTIFICATION METHOD: blaatn 
[D) OTHER INFORMATION: identity 96 

region 2^57 . .273 

Id N57260 

est 



[XX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 41 . .23'! 

(C) IDENTIFICATION METHOD: blast- 

(D) OTHER INFORMATION: identity 95 

region 4 2. .235 
id W255G7 
est 



(ix) FEATURE: 

(A) HAME/KEY; other 

(B) LOCATION: 1..4 0 

(C) IDENTIFICATION F.ETHOC: blastn 

(D) OTHER INFORRATICN: identity 100 

region I . . 40 
Id W25567 
est 



(ix) FEATURE: 

(A) NAME/KEY: siq_peptide 

(B) LOCATION: 194 . . 277 

(C) IDENTIFICATION t-lETHOD: Von Hei^ne matrix 

(D) OTHER INFORM^^TICN; score 4.2 

seq LQFVLPVATQIQQ/EV 

(xi) SEQUENCE DESCRIPTION: SEC I D NO : 279: 



AGGGGCGTTG GGAACGGTTG TAGGACGTGG CTCTTTATTC G7GAGTT7TC CATTTACCTC 60 

CGCTGAACCT AGAGCTTCAG ACGCCCTATG GCGTCCGCCT CGAC.^CCAAC CGGCGGCCTT 12 0 

GAGCGCTGAG CAJ^GCAAAGG TGGTCCTCGC GGAGGTGATC CAGGCGTTCT CCGCCCCGGA 180 

GPJ\TGCAGTG CGC ATG GAC GAG GCT CGG GAT AAC GCC TGC AAC GAG ATG 22 9 

Met Asp Glu Ala .Arg Asp Asn Ala Cys Asn Asp Met 
-25 -20 

GGT AAG ATG CTG CAA TTC GIG CTG CCC GTG GCC ACG CAG ATC GAG C.AG 27 7 
Gly Lys Met Leu Gin Phe Val Leu Pro Val Ala Thr Gin lie Gin Gin 
-15 -10 -5 

GAG GTT ATC PJ'uA 26 9 

Glu Val He Lys 



(2) INFORMATION FOR SEQ ID NO: 280: 

(1) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 35 5 basG pairs 
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Bi TYPE: NUCLSIC ACID 
C: 3TRANDEDNE3S ; DOUBLE 
D; TOPOLOGY: LINEAR 



(li) MOLECL^LF: TYPE: CDNA 



;vi) ORIGINAL SOURCE: 

lAi ORGANISM: Homo Sapiens 

(E; tissue TYPE: Normal prostate 

;ix) EEATURE: 

(A; name/ KEY: other 

(B; location : 33 . . 69 

(C: IDENTIFICATION METHOD: blastn 

fD} OTHER INF0R^4ATI0N: identity 96 

region 1 . . 32 
id H5650a 
est 



[IK] FEATURE: 

(A) NAME/KEY: sig_peptidG 
(3; LOCATION : 237 . . 349 

[C: IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 4.2 

seq LCALG3APSSMWA/GE 

(xi) SEQUENCE DESCRIPTIOK: SEQ ID NO: 280: 



AAACCTCCGT GGCTAGTCTT GACGTGGCGG GTTGCTTTCC AAAATGGCGC GGGTGCTGA.^ 60 

GGCTGCAGCC GCD3AATGCC GTAGCTGA^^tT ACCGGGCACC GCCGACCTTC GCCATGGGAC 120 

AGGGAGCGTG GGaACGGCGG TCGGGGGCGG AGGAKGCCTC GGTGTGGCCA AAGCACCTTG 180 

ATCTAATGTC CTCCCCCGGG GGCGCGTTCC ACAGCAGCTG CTGTCACTTW KGGCAGAGGG 24 0 

TGCCTTCCAG A-^.GCGCCACC GCTTAGTAGC GGGGATTGC3 TTGTGC ATG AG? CCC 2 95 

Met Ser Pro 

-20 

ATT TCC ATC CGA GAG CTG TGC GCC TTG GGC TCT GCA CCT TCC ACT ATG 34 3 
He Ser He Arg Glu Leu Cys Ala Leu Gly Ser Ala Pro Ser Ser Met 
-15 -10 -5 

TGG GCB GGA GAG 35 5 

Trp Ala Gly Glu 
1 



(2} INFORMATION FOR GEQ ID NO: 281: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEKGTH: 258 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

ill] MOLECULE "YPE: CDNA 
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[VI) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(F; tissue TYPE: Normal prostate 

UK) t'EAlURE: 

(A; NAME/KEY: other 
(B) :>OCATION: 10S..255 

lOENTIFICATION METHOD: blastn 
(D) OTHER IMFORt-lATION: identity 97 

region 2 . . 14 9 
id AA095592 
est 



(ix; FEATURE; 

(A) NAME/KEY: other 

LOCATION: 18. . 105 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 98 

region 219. . 306 

id T70757 

est 



(IX; FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 16 3,. 2 55 

(C) IDENTIFICATION METHOD: blastn 

{D] OTHER INFORMATION: identity 97 

region 37 . .129 
id H66541 
est 



(ix; FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 163.-255 

(C) IDENTIFICATION METHOD; blastn 
{01 OTHER INFORMii.TION: identity 97 

region 37 . .129 
id R92a35 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 172.. 255 

[C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 14 . .97 
id H87d01 
est 



(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION; 52 . . 90 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

(D) OTHER INFORMATION; score 4.2 

seq MTDLLSASPWALT/IV 

(x.L^ SEQUENCE DESCRIPTION: SEQ ID NO: 281: 



ACCPA.GTTTG AGCACCTGGA ?i\GGGTTTAT GCTGACATCC CCTTTCTGTT G 
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GAC CTC TTA AGT GCC ?CA CZC TGG GCC CTC ACT 
Asp Leu Leu Ser Ala Ser Pro Tro Ala Leu Tiir 
-10 -3 



ATT GTT TCC AGT GAG 
lie Vai Ser Ser Glu 
1 5 



105 



CTC CAC CTT GOT CCA TCC ATG ACC ACA GTG GAC 
Leu Kis Leu Ala Pro Ser Met T-r Thr Val Asp 
10 15 



CAG CTC GAC TCT CAA 
Glr. Leu Glu Ser Gin 

20 



153 



GTG GAC AAT GTK ATC TTA CAG ACT GGA GAG AGT 
Val Asp Asn Val He Leu GLn Thr Gly Glu Ser 
25 3G 



GCT AGT GAA TGC TTT 
Ala Ser Glu Cys Phe 
35 



201 



TGT CTT CAA TGC CCA TCT CTT GGA AAT ATT GA.^^ 
Cys Leu Gin Cys Pro Ser Leu Gly Asn He Glu 
40 45 



GGT GGA GTA GCA ACC 
Gly Gly Val Ala Thr 
50 



249 



GGG CAY HGG 
Gly His Xaa 
55 



258 



(2) 1 FORMATION FOR SEQ ID NO: 2B2: 

(i) SEQUENCE CHARA.CTERISTICS: 

(A) LENGTH: 29 5 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISI/.; Bono Sapiens 

{:) TISSUE TYPE: Normal prostate 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 6. .20 2 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 98 

region 10 . .206 
id AAC74428 
est 



(ix] FEATURE: 

(A) NA>IE/KEY: other 
(3) LOCATION : 19J . . 254 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOR[<ATION: identity 95 

region 196.. 257 
id AA07 4 4 28 
est 



(IX) FEATURE: 

(A] NAME /KEY: orner 

(B] LOCATIO>]: 28.. 202 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region i . .17 5 
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id AA158941 
est 



(ix; rE:ATURE: 

(A) NAM£/KEY: other 

(B) LOCATICK; 193.. 285 

(C) I dent: F I CAT I CN METHOD: bldstn 

(D) OTHER INEORKATION: identity 96 

regicr. 165 . ,25*7 
id AA153941 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; 37 . . 202 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 1 . .166 
Id AA.14B039 
est 



(ix] FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 193 . .254 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOFIMATION: identity 96 

region 156 . .217 
id AA148039 
est 



rEATURE : 
(A) NAME/KEY: other 
(3) LOCATION: 250. .285 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMA.TION: identity 94 

region 214. .24 9 
id ;iJ\14803g 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 7 4.. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORt^ATION: identity 93 

region 1 . .207 
id H72224 
est 



(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 
{Bl LOCATION: 7 6.. 153 

(C] IDENTIFICATION METHOD: Von Heijne matri:< 
(Ql OTHER INFORMATION: score 4.2 

seq LTCGPALVPRLNA/TC 

(xi) SEQUENCE DESCRIPTION: S£Q ID NO: 232: 



AAG.ACGCTAG AAGCTGGATT CAGCGTGTCC GCGACCTCAC CTTTAGGTCC TGTGAGGG.^C 60 
GGCCGAGGTG GCAGG ATG 7CC TGG TCT GGC CTT CTC CAT GGC Cl'C J^J^C ACG III 
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Met 3er Tip Ser Giy Leu Leu His Gly '..^^ii Asn Th-- 
-23 -20 'I'. 

TCC CTA ACT ?GT GGC CCA GOT CTG GTT CCC CGG CTC TG3 GCT ACC TGC 159 
Ser Leu T:ii Cy^- Gly Pro Ala Leu Val Pro Arg Leu Trp Ala Thi Cys 
-10 -5 1 

TCC ATG GCT ACC CTG .\AC GAG ATG CAC CGC CTG GGG CCC CCC .AAG CCG 207 
5er Met Al:i Tnr Leu Asn Gin Mer His Arg Leu Gly Pro Pre Lys Arg 
? 10 15 

CCG CCT CGG .AAG CTG GGC CCC ACG GAA GGC CGG CCG CAG CTG A.AG GGT 255 
Pro Pro Ar .4 Lvs Leu Gly Pro Thr Glu Gly Arg Pro Gin Leu Lys Giy 
20 25 30 

GTG GTC CTG TGC ACG TTT ACC CGC AAC CGG 28 5 

Val Val Leu Cys Thr Phc Thr Arg Asn Arg 
35 ' 40 



[2] INFORl'TATION FOR SZQ ID NO; 23 3: 

(I) SEQ'JENCS CHARACTERISTICS: 

(A) LENGTH: 225 base pairs 

(3) type:: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

{ 0 ) TO PO LOG Y : LINEAR 

(II] [MOLECULE TYPE; CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(P) TISSUE TYPE: Cancerous prostate 

(ixl FEATURE: 

(A) NW-!^/KEY: other 

(5) LOCATION: 13.. 223 

(C) IDENTIFICATION METHOD: blastn 

{D} OTHER INFORMATION: identity 93 

region 1 . .205 
id HSC3CC061 
est 

(i:<) FEATURE: 

(A) NAt^E/KEY: Other 
(LM LOCATION: 112. .223 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 94 . .205 
id H33976 
est 

(iz! FEATURE: 

{.-.} NAME/KEY: other 
:3) LOCATION : 49 . . 93 
[C] IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 91 

region 1 . . 45 
id AACU823 
est 
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{IX) FEATURt: 

(A) NAH:-:/Kt":Y ; ot.hpr 

(B) LOCATION : 49 . . 9J 

(c:) IRENTIFICATION METHOD: blastn 
(D) OTHE:a IN?ORMATIOH; identify 93 

region 1 . . 4 5 
id AA0C3782 
est 

(ix) FEATURE: 

(A) NAME /KEY: ->ig_ peptide 

(B) LOCATION: 2 h . .93 

(C) IHENTIFECATION METHOD: Von Heijne matrix 

(D) O-THER INFORMATION]: score 4.1 

seq LEAESQAISAIQA/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 283: 



AA.KAGCTGCT GTGGCGGCCG CAAC ATU GCG GAC GTG ATA A.AT GTC AGT GTG 51 

M.et: Ala Asp Vai He Asn Val Ser Val 
-20 -15 

A.^C CTG GAG GCC TTT TCC CAG GCC ATT AGT GCC ATC GAG GCG GTG CGA 99 
Asn Leu Glu Ala Phe Ser Gin Ala He Ser Ala lie Gin Ala Leu Arg 
-10 -5 1 

TCC AGC GTG AGO AGG GTG TTC GAC TGC CTG AAG GAT GGG ATG CGG AAC 147 
Ser Ser Val Ser Arg Val Phe Asp Cyo Leu Lys Asp Gly Met Arg Asn 
5 10 15 

AAG GAG ACG CTG GAG GGC CGG GAG AAG GCC TTT ATT GCG CAC TTC CAG 195 
Lys Glu Thr Leu Glu Gly Arq Glu Lys Ala Phe He Ala His Pho Gin 
20 25 30 

GAC AAC TTA CAT TCG GTC .AAC CGG GAC CCA 225 
Asp Asn Leu His Scr Val Asn Arg Asp Pro 
35 40 



(2) INFORMATION FOR SEQ ID NO: 284: 

(i) SEQUENCE CHAE^.CTERISTICS: 

(A) LENGTH: 339 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDNi:SS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CCNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Hone Sapiens 

{?) TISSUE TYPE: Cancerous prostate 

(i:-:) FEATURE: 

(A) NAME/KEY: other 

(H) LOCATION: coirp I 9ment ( 2 10 . . 3 4 0 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 
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region 172 . . 302 
id AA062591 
est 

(ix) FEATURE: 

;A) MAME/KEV; i:iq_pepticle 
;B) location : 109 . . 204 

(C) IDENTIFICATION KSTHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq RLLSSLLLTMSNN/NP 

(XL) SEQUENCF OESCRIPTICN: SEQ ID NO: 284: 



AGACCCGATG GACCCCGGCG ACGCSCCATT TTGGAGTCTT CCCT^^J\GGAT CCTCTACCGG 



6 (J 



CTTTTCGAGT CAGTGCTGCC GCCGCTGCCC GCGGCTTTGC AGAGCAGG ATG AAT GTG 117 

Met Asn Val 
-30 

ATA GAC CAC GTG CGG GAC AT(; GCG GCC GCG GGG CTG CAC TCC AAC GTG 165 
lie Asp His Val Arg Asp Met Aia Ala Ala Giy Leu His Ser Asn Val 
-25 -20 -15 

CGG CTC CTC AGC AGC TTG TTA CTT ACA ATG AGT AAT AA-C AAC CCT GAG 213 
Arg Leu Leu Ser Ser Leu Leu Leu Thr Met Ser Asn Asn Asn Pro Giu 
-10 -5 1 

TTA TIC TCC CCA CCT CAG AAG TAC CAG CTT TTG GTG TAT CAT GCA GAT 261 
Leu Phe Ser Pro Pro Gin Lys Tyr Gin Leu Leu Val Tyr His Ala Asp 
5 10 13 



TCT CTC TTT CAT GAT AAG GAA TAT CGG AAT GCT GTG AGT AAG TAT ACC 
Ser Leu Phe His Asp Lys Glu Tyr Arg Asn Ala Val Ser Lys Tyr Thr 
20 25 30 35 



309 



ATG GCT TTA CAG CAG A.AG AA.A GCC CTA AGT 339 
Met Ala Leu Gin Gin Lys Lys Ala Leu Ser 
40 45 



(2) INFORMATION FOR SEQ ID NO: 285: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 141 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
(D! TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

{ix) FEATURE: 

(Al NAME/KEY: ether 

(3) LOCATION: corapierr.ent ( 2 . . 4 1 ) 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORM-^TION: identity 90 
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reqi on 66 . .10 5 
id AA085310 
est 

(IX) TEATURE: 

{A; N.AME/K£Yi s ig_pcpt ide 
(B; LOCATIOM: 7C . .Ill 

[Z] IDENTIFICATION METHOD: Von Heijne matrix 
(Dj OTHER I MPOHM^-.TION: score 4.1 

seq ACLAWTAVRPSAC/CH 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 235: 



AAAGTGAGTT TGCG.AACGGA GCAGCTGCTG CAGCAGGGCC CATGGCGGAC ACCCAGTACA bO 

TCCT3CCCA ATG ACA TOG GCG TGT CTA GCC TGG ACT GCC GTG AGG CCT TCC 111 
^-let Thr Ser Ala Cys leu Ala Trp Thr Ala Val Arg Pro Ser 
-15 -10 -5 

GCC TGC TGT CAC CCA CAG AGC GCC r^KC TGG I'^l 
Ala Cys Cys Kis Pre Gin Ser Ala Asn Trp 
1 ^ 



[2) INFOEIMATION FOR SEQ ID NO: 286: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 290 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAKDEDNESS : D0U3LE 

(D) TOPOLOGY: LINEAR 

tii) MOLECULE TYPE: CDNA 

[vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[D TISSUE TYPE: Hypertrophic prostate 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: co:nplement ( 1 4 7 . . 290 ) 

(C) IDENTIFICATION METHOD: blast n 

(D) OTHER INFORMATION: identity 90 

region 141 . .284 

id W12393 

est 

FEATURE: 
(A) NAf^E/KEY: Other 
(3} LOCATION: 24 9. .28 9 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER :NF0Rf4ATI0N: identify 97 

region 1,-41 
id HSC2TF111 
est 

{ix} FEATURE: 

;A) name/key : ^^g_peptide 
(3) LOCATION: 60. . 224 
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(Z: IDEINTIFICATICJN r^F.THOD: Von Hei:ae matrix 
!D: other INr'OIvMATION; score A 

sea VFGMSS3SGASNS/AF 

(X-} HEQUENTE DESCRIPTION: SEQ ID NO: 236: 



ATCTC.AACTT GGACTTGCA^ TCACAGAACA TTTACCACCA TGGAAGAGAA GGAA:;TAG.:; S9 

ATG P^^^T GGA AGT AGG ACT CTA ACG CAC AGC ATT AGT GAT GGA CAA CTT 137 

Met Asn Cly Ser Arg Thr l^oa Thr His Ser lie Ser As? Gly Gin l^c 

-55 -50 -45 -40 

CAA GGT GGC GAG TCC AAT AGT G.AA CTA TTT GAG CAG GAG SSA C?iG ACA 155 

Gin Gly Giy Gin Ser Asn Ser Glu Leu Phe Gin Gin Glu Xaa Gin Tnr 

-35 -30 -25 

GCA CCA GCT CAA GTT CCT CA.^^ GGC TTT AAT GTT TTT GGA ATG TCC AGT 2 3.1 

Aia Pro Ala Gin Vai Pro Gin Giy Phe Asn Val Phe Gly Met Ser Ser 

-20 -15 -10 

TCC TCT CCT GCT TCA AAT TCA GCA CCA CAT CTT GGA TTT CAC TTA GGC 2 51 

Ser Ser Giy A La Ser Asn Ser Aia Pro His Leu Giy Phe His Laii Gly 

15' 

AGC A.AA GGA ACA TCT AGC CTT TCT CAA CAA ACT CCC GGG 2 90 

Ser Lys Gly Thr Ser Ser Leu Ser Gin Gin Thr Pro Gly 

10 15 20 



(2! INFORMJ\TIGN FOR SEQ ID NO: 297: 

{!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 326 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDMA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATIOfJ: complement [ 68 .. 1 94 ) 
(C: IDENTIFICATION t^ETHOD: blastn 
(D; OTHER INFCRMATrON: identity 100 

region 204 . . 330 

id NBS'jgj 

est 

I IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 2 08 .. 32 3 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 7 5. .190 
id N35493 
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es - 



(IX) FBATURK; 

(A; NAMK/KF.Y; ether 
[BJ LOCATION': complement ;2. . 79} 
(C; IDENTiriCATION METHOD: blastn 
(Dl OTHER INFORMATION : identity 9 5 

region 318 . . 395 

id K35493 

est 



(ix) FEATURE: 

(A) K.A.MR/Ki::Y : SI g peptide 
[ti] LOCATIiiN : 1 30 .. 233 

(C) lOENTieiCATION METHOD: Von Heijr^e matrix 

(D) OTHER I>JF0RM.^\TION: score 4 

seq FFLFLSFVLMYDG/LR 

(xil SEQUENCE DESCRIPTION: SEO ID NO: 267: 



ATAA.AAGAAG CAGCAAATAG AATTTCCCAC AAAGT.^AGTT GACTCTAAAT CTT.AAGTATT 60 

ACCTAGTTTT TTAAJ^GGTTT GAA.TAT.AATA ATGCAGTATT TGCAGTATAA AJ\AGGAAGGA 12 0 

ATTTGTAGAG AATCATTTTG GTGCTCAAGT CTCTTAGCAG TGGCTTATTG CCTCATAGCA 180 

AGAAG ATG CTG GGG TTT TTT TTG TTT TTG ICC TTT GTA TTA ATG TAT GAT 23 0 
Met Leu Gly Phe Phc Leu Phe Leu Ser Phe Val Leu Met Tyr Asp 
-15 -10 -5 

GGT TTG CGC C7T TTT GGC ATT CTT TCA ACA TGT CGT GTA CAT CAC ACC 27 6 
Gly Leu Arg Leu Phe Gly lie Leu Ser Thr Cys Arg Val His His Thr 
15 10 15 

ATG A,AT CAG TTC CTA ATT GAT ATA TCT AGC TTT ACC TCC CGA GTT CGG 32 6 
Met Asn Gin Phe Leu lie Asp lie Ser Ser Phe Thr Ser Arg Val Arg 
20 25 30 



(2) XMFORMATIOK FOR SEQ ID NO: 238: 

(i) SEQUENCE CHARACTERISTICS: 

(Al LENGTH: 383 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) 0R:GINAL SOURCE: 

(A) ORGANISM; Ho:no Sapiens 

(F; TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY: Other 

(B) LOCATION : 219 .. 380 

[C] IDENTIFICATION METHOD: blastn 

[D] OTHER INFORMATION: identity 95 

recion 4 6. .207 
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id N95583 
est 



(ix| FEATURE: 

(A) NAME/KEY: other 

(B} LOCATION: 2 13.. 33 S 

(C) IDENTIFICATION MLTHOD: blastn 

{D) OTHER INFORMATION: identity 96 

region ^ 6 . .162 
id AA2 3 37:0 
est 



(ix; FEATURE: 

(Al NA-ME/KEY: other 

(B) LOCATION : 336 . . 3S0 

(C) IDENTiriCATICK METHOD; blastn 
O) OTHER INFORMATION: identity 100 

region 162 . .206 
Id AA233710 
est 



(ix) FEATURE: 

(A) NA>IE/KEY: siq_peptide 
(3} LOCATION: 2^10.-320 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

.seq 3IKVLLQSALSLG/R3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 288: 



AGTGGCTCTT CTGACCCAAG GCCCCGCCGT CCAGGTAGGG GGCTGTGGCC TCTAGGGATC GO 

AGGGACT.ACT T.ACCTGCGAA TCCCGGTTGC CCGCCCGCCA RCACGTCCGK TYCCSTAARG 120 

CARAMCGCCT KGGCTCCTGG CTGA-ACCGTC TTCTCAKCGT TTGSCGGAGT CTGAMCTCCC 180 

CACGCTTAGT CC.ACTA.ACGR .AGCTATCCCT GCTCCTGMCC CAC.AGCTTCT AAGTGCCAG 223 

ATG ATG GAG GAG CGT GCC AAC CTG ATG CAC ATG ATG AAA CTC AGC ATC 2 8 7 

Met Met GIu Giu Arg Ala Asn Leu Met His Met Met Lys Leu Ser lie 
- -25 -20 -15 

AAG GTG TTG CTC CAG TCG GCT CTG AGC CTG GGC CGC AGC CTG G.AT GCG 33 5 
Lys Val Leu Leu Gin Ser Ala Leu Ser Leu Gly Arg Ser Leu Asp Ala 
-10 -5 1 5 

GAG CAT GCC CCC TTG CAG CAG TTC TTT GTA GTG ATG GAG CAC TGC TCA 3S3 
AsD His Ala Pro Leu Gin Gin Phe Fhe Val Val Met Glu His Cys Ser 
10 15 20 



(2; INFORMATION FOR SEQ ID NO: 289: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 319 base pairs 

(B) TYPE: NUCLEIC ACID 

(C] STRAMDEDNESS: DOUBLE 

(D] TOPOLOGY; LINE.AR 
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(II) molecule: TYE^E: cdna 



(VI ) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapie-s 

(F) TISSUE TYPE: Normal prostdie 

(ix) fEATURE: 

;A) NAME/KEY: other 

(B) LOCATION: 57 . .13 0 

(C) IDEKTIFICATION METHCO: blas-.n 

(D) OTHER INFORMATION: identity 9"/ 

region 1 S . . 133 
id AAO90170 
est 



{ix} FEATURE: 

[A} NAME/KEY: other 

(B) LOCATION: 226.. 236 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9H 

region 134..24'5 
id AA09C170 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 21.. 2 -12 

(C) IDEKTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 1 . . 222 
id HSU46267 
est 



(ix) FEATURE: 

(At NAME/KEY; other 

(B) LOCATION: 14 3.. 319 

(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION: identity 90 

region 220 . . 395 
id AA048294 
est 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 149.. 286 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 139 . . 276 
id AA118611 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 143. . 286 

{C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 92 

region 38 . . 231 
id AAC63937 
est 



(i;<) FEATURE 
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(A) NAME/KEY: siq_pep*::Lde 

(B) LOCATION: 30.. 130 

{C} IDENTIFICATION METHOD: Von Hei:ne ir.atrix 
(D) OTHER INFORMATION: score 3.9 

s G q X I V S /V^ L L A E V Q T / H L 

(xi) SEQUENCE DESCRIPTION: SEQ ID N'J : > ) : 



AGTTCr.TGGG GCTGCGCGAT GAG.AGCTGCA CCGCGCGGGA vr^z^vGTCGCCG GCGGCGCCCG 60 

AHGGA3CAGA ACAGAGAGC ATG GAG CTG GAG AKG ATC GTC ACT GCA GCC CTC 112 

Me:: Glu Lea Giu Kaa lie Val oer Ala Ala Lou 
-15 -10 

CTT GCC TTT GTC CAG ACA CAC CTC CCG GAG GCC G.AC CTC ACT GGC TTG 160 
Leu Ala Phs Val Gin Thr His Leu Pro Glu Ala Asp :,e:i Tier Gly Leu 
-5 1 t 10 

GAT GAG GTC ATC TTC TCC TAT GTG CKT GGG GTC CTG GAG GAC CTG GGC 208 
Asp Glu Val :ie Phe Ser Tyr Val Xaa Gly V^l Leu Giu Asp Leu Gly 
15 20 25 

CCG TCG GGC CCA TCA GAG GAG AAC TTC CAT ATC GAG CCT TTC ACT GAG 25 6 
Pro Ser Gly Pro Ser Glu Glu Asn Phe Asp Mon Glu Ala Phe Thr Glu 
30 35 40 

ATG ATG GAG GCC TAK GTG CCT GGC TTC GCC CAC ATC CCC AGG GGM ACA 304 
Met Met Giu Ala Xaa Val Pro Gly Phe Ala His lie Pro Arg Gly Thr 
AS 50 55 

ATA GGG GAS ATG ATG 319 
lie Gly Xaa Met Met 

60 



(2) IMFCRMATION FOR SEQ ID NO: 2 90: 

{!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 274 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Fl TISSUE TYPE: Kypert rophi:: prcstate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2.. 27 3 

(C) IDENTIFICATION METHOD: niastr. 

(D) OTHER INFORMATION: identity 93 

region 8 . .279 
id T30552 
est 

iix) FEATURE: 
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(A) NAMr./KiiY: orner 

! ir, :,u:":atiom : 3 . . 27 3 

C:; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: idencity 92 

region 1 . . 27 1 
id C14403 

GSt 



(ix; FEATURE; 

(A) NAME /KEY: other 

(B) LOCATION: 2 . . 27 3 

(C) IDENTIE'ICATION METHOD: blastn 

(D) OTHER TN FORMAT ION: identity 92 

reqi.on 14 . . 2S5 
id T3C525 
est 



(IX) FEATURE: 

(A) NAME/KEY: Other 
(3) LOCATION: 4 , .2 73 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 1 . . 27C 
id T32136 
est 



(iv) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 3. .27 0 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHFR INFORMATION: identity 93 

region I . ,268 
id C14440 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: 98.. 175 

(C) IDENTIFICATION METHOD: Von Heijne matri:-: 

(D) OTHER INFORMATION: score 3.9 

seq SLIPLFXFIGTGA/TG 

(Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 290: 



AGGAAGTCCG TAGTGTCTCA TTGCRGATAA TTTTTAGCTT AGGGCCTKGT GGCTAGGKCG 6C 

GTTCTCTCCK KTCCAGTCGG AGACCTCTGC SGVRRRC ATG CTC CGC CAG ATC ATC 115 

Met Leu Arg Gin lie He 
-25 



G3T CAG GCC AAG A.AG CAT CCG AGC TTG ATC CCC CTC TTT KTA TTT ATT 
Gly Gin Ala Lys Lys His Pro Ser Leu He Pro Leu Phe Xaa Phe He 
' -15 -10 -5 



I n 3 



:GR ACT GGA GCT ACT GGA GCA .ACA CTG TAT CTC TTG CGT CTG GCA TTG 
::v Thr Cly .Ala Thr Gly Ala Thr Leu Tyr Leu Leu Arg Leu .Ala Leu 

5 ' 10 



211 



T7C A.AT CCA CRT GTT TGT TGG G.AC AGA RRT AAC CCA GAG CCC TGG AAC 
?r.e Asn Pro Kaa Val Cys Trp Asp Arg Xaa Asn Fro Glu Pro Trp Asn 



2 .S 
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liiiA CIG GGC CCC GAA 
Xa.i Leu Gly Pro G-U 



274 



INFORMATION FOR SSQ ID NO: 291: 

(i) SEQUENCE CHAR.i\CTERISTICS; 

(A) LENGTH: 336 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUELF, 
{"J) TOPOLOGY: LINEAR 



(ix) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 200.. 332 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 5 . .137 
id T78510 
est 



(IX) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: complemenr ( 2 30 . . 332 ) 

(C) IDENTIFICATION METHOD: bldstn 

(D) OTHER INFORMATION: identity 93 

region 117 ..219 

id R4536d 

est 



(iK) FEATURE: 

{A) NAME/KEY: sig_peptide 

(B) LOCATION: 37. .330 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq WTSLTCSLVVVCG/CG 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251: 



AAGTGCGGTG GAGCCAGGCG TGGAAGTCGA CACAP.G ATG GTG AAG GAG ACC CAG 5 4 

Met Val Lya Glu Thr Gin 
-95 



T.:^C TAT GAC ATC CTG GGC GTG AAG CCC AGC GCG TOO CCG GAG AG A TCA 132 

Tvr Tvr Asp lie Leu Gly Val Lys Pro Ser Ala Ser Pro Glu Arg Ser 
-90 -85 -80 

AGA AGG CCT ATC GGA AGC TGG CGC TCA AGT ACC ACC CGG ACA AGA ACC 150 

Arq Arg Pro 11= Giv -Ser Trp Arg Ser Ser Thr Thr Arg Thr Arg Thr 

-75 ' -7[) -65 
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CGG ATG AGG GCG AGA AG? TTA A?.C TCA ?A7 CCC AGG CAT ATG AAG TGC l'-3H 

Arq Met Arg Ala Arq Sei Leu Aa:i Ser Tyr Pro Arg His Het Lys Cys 
-60 -55 -50 -45 

TTT GAG ATC CPA AGA .W^ GGG ATG TTT ATG ACC AAG GCG GAG AGG AGG 24 o 

Phc Gin lie Gin Arg Lys Gly M-^-. Phe Met Thr Lys Ala Giu Ser Arq 

-40 -35 -30 

GAA TBV AAG AAG GAG GGT GAG GCA GCG CCA GCT TCT CTT GAG CCA TGG 2 9-1 

Gin Xaa Lys Lys Giu Ala Gin Ala Ala Pro Ala Ser Leu His Pro Tr? 

-25 -20 -15 

ACA TCT TTG ACA TGT TCT TTG GTG GTG GTG GAC GGA TGC GGG 3 JO 

Thr Ser Leu Thr Cys Ser Leu Val Val Val Asp Gly Cys Gly 
-10 -5 1 



[2] INFORMATION FOR SEQ ID MO: 292: 

(i] SSOUENCE: CHArACTERISTICS : 

(A) LENGTH: 397 base pairs 

(3) TYPE: NUCLEIC ACID 

{C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Normal prostate 

(ix] FEATURE: 

(A) NAJ^E/KEY: other 

(B) LOCATION: 18 . - 194 

(C) IDENTIFICATION METPiOD : blastn 

(D) OTHER INF0Rt^J\TION: identity 94 

region 2 . .US 
id W25476 
est 

{ixl FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 206.. 359 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 193 . .34 6 

id W25476 

est 

(ix) FEATURE: 

{A) NAME/KEY: ether 

(B) LOCATION: 3 5 9.-39 5 

(G) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: -dentity 94 

region 347 . .384 

id W2S476 

est 



IX) FEATURE: 
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(A) NAME /KEY: other 

(3) LOCATION: 21. .216 

(C) IDENTIFICATION METHOD; bid:iLn 

{3} OTH"R INFORKA-TION: identity 97 

teqiOd 19 . .276 
ii HUK17 9H07B 
est 



{ix) FEATURE: 

(A) NAME/KEY: other 

(B) LCCATIOM: 279. . 370 

(C) IDENTIFICATION METHOj: blastn 

(D) OTHER INFORMATION: identity 97 

tti-qion 273.-373 
id HUM179H07B 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17.. 17 5 

[O IDENTIFICATION METHOLj: blastn 
(D) OTHER INFORMATION: identity 98 

region 27 . . 185 
Id .rj^002128 
est 



(ix) FEATURE: 

(A) NAKE/KEY: other 

(B) LOCATION: 171.. 292 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 182 , . 303 
ia AA00212e 
est 



(ix) FE.ATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 358., 396 

(C) IDENTIFICATION METHOD: oUstr. 

[D) OTHER INFORMATION: icentity 94 

region 37 3. .411 
ic: AA002128 
est 



(ix) FEATURE: 

CA) NAME/KEY: other 

(B) LOCATION: 32 5.. 358 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 3 3 9. .372 
id AA002128 
est 



FE.ATURE : 

(A) NAI-IE/KEY: other 

(B) LOCATION: 204 . . 396 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INTORMATION: identity 93 

region 15 6. .373 
id AA25329: 
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(lyj FEATURr.; 

(A) NAt^-E/KEY; other 

(3) LOCATION: 22 . .2C2 

(C) IDENTIFICATION M3TH0D; blaszn 

[[)) OTHER INFORNLATION: identity 95 

region 5 . . 18 5 
id AA253291 
est 



(ix) FEATURE: 

;A> NAt^E/KEY: Other 

;B) LOCATION: 42 . . 260 

:C) IDENTIFICATION METHOD: blastr 

:C) OTHER INFORMATION: identity 9 9 

region 25. .244 
id W45609 
est 



Ux) FEATURE: 

(A) NAME/KEY: other 

(5) LOCATION: 251 . .35 9 

(C) IDENTIFICATION METHOD: blastn 

(Di OTHER INFORMATION: identity 97 

region 234 . . 342 
id W45609 
est 



FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 353.. 396 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IMFORMATION: identity 94 

region 343. . 381 

id W45609 

est 



!ix) FEATURE: 

(A) N-AME/KEY: sig_peptide 
(3) LOCATION: 59.. 166 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(U) OTHER INFORMATION: score 3.8 

seq RALSTXLFGSIRG/AA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 292: 



AGTGCGCAGA CGCAGGGGTC GGCGCCGGGT GAGAGCGTGC GGCCGGATTC ACCACAA.C 58 

ATG GCA AAT CTT TTT ATA AGG AAA ATG GTG AAC CCT CTG CTC TAT CTC 10 6 

F.er, Ala Asn Leu Phe He Arg Lys Met Vai Asn Pro Leu Leu Tyr Leu 
-35 '30 -25 

AGT CGT CAC ACG GTG AAG CCT CGA GCC CTC TCC ACA NTT CTA TTT GGA 154 
Ser Arg His Tnr Val Lys Pro Arq Aia Leu Ser Thr Xaa Leu Phe Giy 
-20 -15 -10 -5 

TCC ATT CGA GOT GCA GCC CCC GTG CCT GTG GAA CCC GGG GCA GCA GTG 2 02 
Ser He Arg Gly Ala Ala Pro Val Ala Val Glu Pro Giy Aia Ala Val 
1 5 ^ Id 
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CCC TCA CT? CTC TCA CCC GGC CTJ C;'I 'SX'.C CAT CTG CTG CCT GCG C7G 2 50 

^-c. Sc Leu Lea Scr Pre Giv ..eu l.eu Pro His Leu Leu Pro Ala Lea 

' 15 ' 25 

GGG T7C AAA AAC AAG ACT GTC CTT AAG AAG CCZ TGC AAG GAC TGT TAG 2 98 

Gly Phe Lys Asn Lys Thr Val Lea Ly^ Lys Arg Cys Lys Asp Cys Tyr 

30 35 40 

CTG GTG AAG AGG CGG GGT CGG TGG TAG GTC TAG TGT AAA ACC CAT CCG 34 6 

Leu Val Lys Arg Arg Gly Arg Trp Tyr Val Tyr Cys lys Thr H_s Pro 
4 5 50 60 

AGG CAC A.^iG GAG AGA CAC ATG TAN ACC CT? TCC CTC CA3 AGT CAC CCA 3 9-1 

Arg [[13 Lys Gin Arg His Met Xaa Thr Leu Ser L-u Gin Ser His Ala 
65 70 75 



CAA. 
Gin 



397 



{2} INFORMATION FOR SEQ ID NC; : 29?>: 

ii) SEQUENCE CHAFIACTERIST ICS: 

{A] LENGTH: 216 base paiis 
(B; TYPE: NUCLEIC ACID 
(Cj STEU^ND£DNESS ; DOUBLE 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 115. .216 

(C; IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORR^TZON: identity 97 

region 41. .142 
id H64274 
est 

(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 74 . . 116 

(C) IDENTIFICATION METHOD: blasts 

(D) OTHER IMFORM^TICK: identity 97 

region 1 . . 4 3 
id H64274 
est 

!rx) FE.^TURE: 

{A) NAME/KEY: other 
(B) LOCATION: 115 . .216 
[CI IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 97 

region 3G . .137 
id R16956 
est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 79.. 116 

(C) IDENTIFICATION r.ETflOD: blast p. 

(D) OTHER INFORKQ^TION: identity 37 

region 1 . .33 
id R16956 
est 



(ix) FEATURE: 

{A} NAME/KEY: other 
(3) LOCATION: 123., 214 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9 3 

region S~' . .14 3 
id W04201 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 71. .124 

(C) IDENTIFICATION METHOD: bla.^tn 

(D) OTHER INFORMATION: identiry 90 

region 4 . . jl 
id W04231 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 123.. 190 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 53 . .117 
id N76593 
est 



(ix) FE.ATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 75. . 116 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 2 . . 4 3 
id N76590 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement { 1 07 .. I D5 ) 
{C) IDENTIFICATION METHOD; blastn 
(D) OTHER INFORMATION: identity 9 7 

region 32 3. .411 

id N70265 

est 



(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 10 6.. 201 

(C) IDENTIFICATION METHOD: Von .-:ei]ne matrix 

(D) OTHER INFORMA.TION : score 3.7 

.s-q RIHLCQRSPG3QG/VR 
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(Xi) SEQUENCE DESCRT ? !' i ON : jEQ ID N;): 233: 



ACCCTGCCTC ATGCAGCCTA TGGGO : aC:C ' ' rr^AGGGTCC GCGGTTGGTC AKACCGGAGC 60 

ACTTGGCCTG AAGACCTGGA ATTGGVGA'VT TCGATATT.A.A C.A.AGG ATG GCG GCG GCC 117 

Met Ala Ala Ala 
-30 

GCA GCA AGT CGA GGA KTC GGG 3CA .VvG CTG GCC CTG CGT GAN ATT CGC 155 

Ala Ala Ser Arg Gly Xaa Gly Ala Lys Lou Gly :.eu Arg Xaa lie Arq 

-25 -20 -15 

ATC CAC TTA TGT CAG CGC TCG ;:(;(; C;gc AGC CAG GGC GTC AGG GAC TTC 213 

lie His Le-^ Cys Gin Aug Ser Pro Gly Ser Gin Gly Val Arg Asp Phe 

-IC ^ -5 1 

ATT 216 
He 
5 



(2) INFORMATION FOR SKQ IC NO: 2^4: 

(i) SEQUENCE CHAR^^CTERI 3TI CS : 

(A) LENGTH : 2 95 baae paics 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS: DOUBLE 

(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: CDNA 

{VI ) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE; Cancerous prostate 

(ix) FEATURE: 

(A) NAWE/KEY: other 

(B) LOCATION: complement ( 1 27 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 27 9 
id" M85423 
est 

(IX) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: compl 2:nent ( 1 9 6 . . 2 8 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IKFORMATIO^J: identity 98 

region 4 66. .559 
id AAi25476 
est 

(ix; FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: corr.plencnt ( 133 . . 194 ) 
(C) IDENTIFICATION >]ETHOD: blastn 
[D; other INF0R:'":.ATI0N : identity 93 
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region 560 . .621 
id AA126476 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 105 1 37 } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 616 . , 64 8 
id AA126476 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 152.. 2 92 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOEIMATION: identity 100 

region 1 . . 14 1 
id R33928 
est 



(i;<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 160.. 292 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 14 . .14 6 
id H67425 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 161.. 292 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 - . 132 
id W04820 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 101.. 232 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq lALTLIPSMLSRA/AG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 294: 



AACTTCTTCA TCTTGGTGGT CCTTGCCCAG TTATTTTGCC TCATTAGACA TC.AAGAAATG 60 

GAGAAAGACT GAAAGTTAAT ATCTTAAGTG CTTGTTCTTC ATG TTT OCT TCT TGT 115 

Met Phe Pro Ser Cys 
-40 

T.AT TTA TGC TAT TCT CTT TGT GGC TCC ATT CTT CTT TCA ATC TTC TCA 163 
Tyr L2L1 Cys Tyr Ser Leu Cys Giy Ser lie Leu Leu Ser lie Phe Ser 
-35 -30 -25 

3CT TAT AJi-C CGT CTT TCC CTT ATG CTA AGG ATA GCC CTT ACA CTC ATC 2 11 
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Aia Tyi- k^n Arg Leu Ser Leu Met Leu Arg lie hla. L,e.\i Thr- [.pu T t e 
-20 -15 

CCA TCT ATG CTG TCA AGG GCT GOT GGT TGG TGC TGG TAG AAG GAG CCC 25 9 

Pro Ser t^iCt Leu Ser Arg Ala Aia Giy Trp Cys Trp Tyr Lys Glu Pro 
-5 1 5 

AC^ CAG CAG TTT TCT TAG CTT TGC CTG CCC TGC GGG 2 95 

Thr Gin Gin Phe Ser Tyr Lea Cys Leu Pro Cys Gly 
10 15 20 



INTORKATICK FOR SEQ ID MO: 2 95: 

(i) GSQUENC2 CHARACTERISTICS: 

(A) LENGTH: 319 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(%'i; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement { 9 318 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 36 . ,34 5 
id R32a75 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 52 .. 3 1 3 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 35 . .301 
id N69845 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 9 52 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 302 . .34 5 

id N 6 93 4 5 

est 

(ix; FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 3 9 . . 3 1 8 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 4 6. .325 
id H20723 
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iix) FEATURE: 

(A) NfiME/KZY: other 

(B) LOCATION: compl ement ( 30 . . 31 8 ) 
(C; IDENTIFICATION METHOD: bldstn 
(D; other INFORMATION: identity 97 

region 35 . .323 
id HSC3JH072 
est 



(ix) FEATURE: 

(A; N/^vME/KEY: other 

(B; LOCATIONt: complement ( 65 3 1 8 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 43 . .2 96 
id R02144 
est 



(ix) FEATURE: 

(A) NAME /KEY: sig_pcptide 

(B) LOCATION : 125 . . 304 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORy-ATION: score 3.7 

seq CLXFLYrVCCIfQ/DV 

(xi; SEQUEKCE DESCRIPTION: SEQ ID NO: 295: 



AAMAAGCTCC CAGCCTCCAG AGGCTCTCAA TGAAGAGTCA CCTTCATGGT CGTCTYCAGG 60 



A.ACAGGACGG ATGAMGAAGG GGTGGGGTTA AGACTCAGGG GCACCTGAGG GTCTGAGCCC 12 0 



CCTT ATG AGT ACC CAA G.AM GGA CTG TCT ATG CAT GCA CAC CCA CA.A GCC 169 
Met Ser Thr Gin Xaa Gly Leu Ser Met His Ala His Pro Gin Ala 
-60 -55 -50 



TAT ACA CCA TTT ATA TAC CTA CAC GCA CGC AAG AGA CGC GGA GAG ATA 
Tyr Thr Pro Phe lie Tyr Leu His Ala Arg Lys Arg Arg Gly Glu lie 
-45 -40 -35 -30 



217 



GGC GAT GCA GAC TCG CGA TTC AAT GAT CGA TAT GCT CAT A,AR AGT GCT 
Gly Asp Ala Asp Ser Arg Phe Asn Asp Arg Tyr Ala His Lys Ser Ala 
-25 -20 -15 



265 



CAA TTA TMT TTT CTG TAT TTT GTA TGC TGT ATT TTC CAA G.AC GTA TAT 313 
Gin Leu Xaa Phe Leu Tyr Phe Vai Cys Cys lie Phe Gin A.sp Val Tyr 
-10 -5 1 



TAT KTN 
Tyr Xaa 

S 



319 



[2] INFCRM.ATICN FOR SEQ ID NO: 2 96: 



;i;- SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 172 base pairs 
;3; TYPE: NUCLEIC ACID 
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( C ) ST 3J\n C F. D N E J : DOUB 1 £ 
C)} 'I'OPOLCvGy: LINEAR 



(ii) molecule; TYPE; CDNA 



(^.'i! ORIGINAL SCrjRC£: 

(A) ORGAMIS!-:: Horro Sapiens 
(?) TISSUE TYPK: .'restate 



(ix) FEATURE: 

(A) MAKE/KF.V; otner 

(B) LOCATION; conpiement ( I , . 170 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 113. .287 
id AA035134 



(ix) FEATURE: 

(A) NAME /KEY: other 

[B) LOCATION: romp Lement ( 1 170 ) 
iC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 99 

region 116 . .285 
id N54275 



lix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: complement ( 1 17 0 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 119 . . 288 
id A.1^088715 
est 



FEATURE: 

(A) N.AME/KEY: other 

(B) LOCATION: coTinplement ( I 9 . . 170) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 115 . .266 

id N78023 

est 



[ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement 1 12 .. 1 3 3 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 157 . . 278 
id A.i\100730 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 127 .. 1 7 Q } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 119 . .162 
Id P.A1007 30 
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est 



(A) NAME /KEY: sig_peptide 
(-0 LOCATION: 5 6.. 118 

(r.) IDZNT: FICATICN METHOD: Von Heijne natrix 
O) OTHER INFORT-IATION: score 3.7 

seq SSCSCSLISFTRG/DK 

(XI) SEQUENCE CESCRIPTIONi SEO ID NO: 295: 



ATCTTAGTGC CTTTATCTGT CTTTATGTCT TGGGGTTGGG GTAGGTAGAT ACC.hA ATG 

Met 



A.A-A CAC T?T CAG GAG 
Lys His Phe Gin Asp 
-20 

TTT ACT AGA GGA GAT 
Phe Thr Arg Gly Asp 



GTA TAT AAC GCA GAG 
Val Tyr Asn Ala Asp 



CTT CCT TGC TCT TGC AGT 
Lea Pro Ser Ser Cys Ser 
-15 -10 

TAT TTT GCA TAT AAT 
Lys Tyr Phe Ala Tyr Asn 
5 

CAG 
Gin 



TGT TCT TTA ATC TCC 1 C 5 
Cys Ser Leu Ilo Ser 

-5 

GA,A GAA ATT TTT CTA l^J 
Giu Giu lie Pn- Leu 
10 



(2) INEORMATION FOR SEQ ID NO: 297: 



(i) SEQUENCE CHAEIACTERISTICS : 

(A) LENGTH: 424 base pairs 
CB) TY^E: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY; LINEAR 



(ii) KOLECULE TYPE: CDKA 



(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hyper troph:i.c prostate 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: coir.plement { 2 9 . . 3 69 ) 
(C) IDENTIFICATION METHOD: biastn 
O) OTHER INFORMATION: identity 95 

region 103 . .443 

id W26951 

est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION': complener.t { 3 8 3 . . 4 24 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORFJVTION: identity 97 

region 48 . .39 
id W26961 
est 
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FEATURE: 
■Ai NAME /KEY: other 

(B) LDCATION: coxpieir.ent [ 34 . . 3 69 ) 

(C) IDENTIFICATION D^ETHDD: blastn 
(D: other INFORMATION: identity 9 5 

region 100 . . 435 

xd W26018 

est 



(1X1 FEATUP.E: 

(A: NAME/KEY: Other 
(B: lOCATION: complement ( 38 3 4 2 4 } 
(C; rDENTIFICATION METHOD: blastn 
(D: other IMFORI^TION: identity 97 

region 4 5. .86 
id W26018 
est 



(ix) FEATURE; 

(A] NAME/KEY: other 
(B; LOCATION: complenent { 200 . . 36 9 ) 
(C) IDENTIFICATION METHOD: blastn 
(D; other INFORMATION: identity 95 

region 111 . . 230 

id W26B71 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 14 3 200) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 281 . .338 

id W26B71 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 3 8 3 4 2 4 ] 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 56 . .97 
id W26871 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 94 .. 123) 

(C) IDENTIFICATION METHOD: blastn 
(Dl OTHER IMFORMATION: identity 93 

region 361 . .390 

id W26871 

est 



(ix) FEATURE; 

(A) N.AME/KEY; other 

(B) LOCATION; complerr.ent (1 1 9 . . 36 9 ) 
(CI IDENTIFICATION METHOD: biastn 
(Dl OTHER INFORRQlTION: identity 9 5 

region 104 . .354 
id W26098 
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(IX) FEATURE: 

;A) N.AMt:/KF.Y: other 

(B) LOCATION: campiemen t ( 3 9 3 . . 4 2 4 ] 
:Ci IDENTIFICATION METHOD: blastn 
:D) OTHEB. INFORMATION: identity 97 

region 4 9, .90 
id W2609a 



(ix) FEATURE: 

lA; NAME /KEY: other 

(31 LOCATION : 31 . . 302 

(C, IDENTIFICATION METHOD: blastn 

(D) OTHER INFOPmTION; identity 98 

region 1 . .272 
id N99777 
est 



(IX) FEATURE: 

(A; NAME/KEY: other 

(B} LOCATION : 302 .. 369 

(CI IDENTIFICATION METHOD: blastn 

(D] OTHER INFORRATIOK: identity 95 

region 273 . . 340 

id N99777 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(Bj LOCATION: 155.. 340 

(C; IDENTIFICATION METHOD; Von Heijne matrix 
(D) OTHER INFORMATION: score 3.7 

sea SILGIISVPLSIG/YC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 97: 



AGTGAAAAGA AGATCCCTAG AGAATGGC;^^ TTTAAAJ1.GAA AAAGATATAC TTGTTTTGCC 60 

CCTTGACCTG ACCGACACTG GTTCCCATGA AGCGGCTACC AAAGCTGTTC TCCAGG.AGTT 12 0 

TGGTAG.^^TC GACATTCTGG 7CAACAATGG TGGA ATG TCC GAG CGT TCT CTG TGC 175 

Met Sor Gin Arg Ser Lee Cys 
-60 

ATG GAT ACC AGC TTG GAT GTC TAG AGA ?J\G CTA ATA GAG CTT AAC TAC 22 3 
Mer. Asp Thr Ser Leu Asp Val Tyr Arg Xaa Leu lie Glu Leu Asn Tyr 
-55 -50 -45 -40 

TTA GGG ACG GTG TCC TTG ACA A.A:\ TGT CTT CTG CCT CAC ATG ATC GAG 2"^! 
Leu Gly Thr Val Ser L^u T.nr Lys Cys Val Leu Pro His Met lie Glu 
-35 -30 -25 

AGG AAG CAN KK.^ AA.G ATT GTT ACT GTG A^.T AGC ATC CTG GGT ATC ATA ■ 1 'j 

Arg Lys Xaa Xaa Lys lie Val T.^.r Val Asn Ser He Leu Gly He He 
-20 -15 -IC 

TCT GTA CCT CTT TCC ATT G3A TAC TGT GCT AGC RAG CAT GCT CTS HGG "^-V 
Ser Vai Pro Le j Ser He Gly Tyr Cys Ala Ser Xaa His Ala Leu Xaa 
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-5 1 J 

GT TXT TTT AAT RDH CTT CGA ACA GAD CTT GCC ACA TkZ CCA GGT ATA 4 15 

ly Vhe Phe Asn Xaa Leu Arg Thr: Xaa leu Ala Thr Tyr Pro Gly lie 
10 IS 2C 25 

?A GTT TCT 424 
le Vdl Ser 



INFORMATION FOR SZQ ID NO: /j'H: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 441 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

{vi] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 17 9.. 3^ 8 

(C) IDENTIFICATION METHOD: blastn 

{D) OTHER INFORMATION: identity 96 

region 160 . . 329 
id AA159241 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 103. . 184 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 8 3. .164 
id AA159241 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 38 3.-4 37 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 366 . . 420 
id AA.15924 1 
est 

(ix) FEATURE; 

(A) NAME /KEY: other 
(3) LOCATION: 21.. 66 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .46 
id AA159241 
est 
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(A) name/key: other 

(B) LOCATION: 342.. 3^3 

OTHER IKFORMATION: 



M^) FEATURE-. 

(A) NAMS/KEV: other 
(«) LOCATIOW: 66. .102 
C IDENTinCATIOW METHOD: ^las n 

D OTHER It^FORMATIOM: i^^^^-^^^^^ 
\ ^ ' region ^ / ■ ■ " ^ 

id .JiAl59241 



est 



(ix) FEATURE: 

(A) NAME/KEY: other 
ffli LOCATION: 103.. 215 
Ic IDENTIFICATION METHOD: .l..tr. 
U OTHER information: i--^^ ,3 

id A.1^07 62 2 2 



(.x) FEATURE: 

^A) WAME/KEY: other 
(B) LOCATION: 216. .329 



C IDE.TinCATlON METHOD: blastr 
OTHER ir^FORMATION: ^^f^^^-;^^/3^ _ 



region 19^- 
id AA07 622 2 



(LX) FEATURE: 

(A) ^AME/KCY: other 
in\ T OCATION : 22 . . 1G2 

IDENTIflCaTION method: b ast. 
(0, OTHER INF0SM;.TI0H: ^^^^f^^f 

id AA075222 



iix} FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 390. .437 

C IDENTIFICATION METHOD:^ b astr 
lol OTHER INFORMATION: --^^V.^,,, 

,d AA076222 
est 



;ix) FEATURE: 

[p.) NAKS/KEY: othe- 
(B) LOCATION: 342.-37^ 



C IDEKTIFICATIO. METHOD: blastn 
lol OTHER INFORMATION: ^^--^^^^'^ 



reqior 

id A-^07e22 2 
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est 



[IK) Fr.ATURK: 

(A; rJAC-'.E/KEY : other 

(P) LOCATION: 2 41.. 44 3 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 100 

region 202 . . 404 
id AA149750 
est 



(ix) FEATURE: 

;A) NAME /KEY: other 

;E1) LOCATION: 40 . .215 

;C) IDENTIFICATION METHOD: blastn 

;C) OTHER INFORMATION: identity 96 

region 1 . .17 6 
id AA149750 
est 



(IX) FEATURE: 

:A) name /KEY: other 

(B) LOCATION: 241 . .443 

;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 131 . .383 

id W63593 

est 



(ix) FEATURE: 

(A) N.AME/KEY: other 

(B) LOCATION: 63 . . 184 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 3 . .124 
id W63593 
est 



(ix) FEATURE: 

(A) N.AME/KEY: othf^r 

(B) LOCATION: 179. .243 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 120 . . 184 
id W63593 
est 



(ix) FEATURE: 

(A) N.AME/KEY: other 

(B) LOCATION: 32 0. .4 33 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRATION: identity 97 

region 267 . .385 
id AA1303a6 
est 



[ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 216 . .32 3 

(C) IDEKTIFICATION METHOD: blastn 
ID) OTHER INF0RM.ATION: identity 98 
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region 164. .276 
id AA130386 



[ix] FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 10 3. .215 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INEOEIR^TION: identity 95 

region 5(K . lo2 
Id AA13 0 38 6 
est 



(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 82.. 375 

(C) IDENTIFICATION METHOD: Von Hci]no matrix 

(D) OTHER INFORMATION: Gcore 3.6 

seq LAL?;rSWISSVCS/VT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293: 



PAGTGACGCG GCCCAAGGGC GGAAGTGAGA AAGTTGTCTG CGTCTCGACG CGAGTTGGCG 60 

GACTGTGCGC GCGGCGGGGC G ATG GGG GGC TCG GGC ACT CGC CTG TCC AAG 111 

Met Gly Gly Ser Giy Ser Arg Leu Ser Lys 
-95 -90 

GAG CTG CTG GCC GAR TAC CAG GAC TTG ACG TTC CTG ACG AAG CAG GAG 15 9 
Glu Leu Leu Ala Glu Tyr Gin Asp Leu Thr Phe Leu Thr Lys Gin Giu 
-85 -80 -75 

ATC CTC CTA GCC CAC AGG CGG TTT TGT GAG CTG CTT CCC CAG GAG CAG 2 07 
lie Leu Leu Ala His Arg Arg Phe Cys Glu Leu Leu Pro Gin Giu Gin 
-70 -65 -60 

CGG ASK NGG AGT CGT CAC TTC GGG CAC AAG TGC CCT TCG AGC AGA TTC 255 
Arg Xaa Xaa Ser Arg H:ls Phe Gly His Lys Cys Pro Ser Ser Arg Phe 
-55 -50 -45 

TCA GCC TTC CAG AGC TCA AGG CCA ACC CC? TCA AGG AGC GA.i^ TCT GCA 30 3 
Ser Ala Phe Gin Ser Ser Arg Pro Thr Pro Ser Arg Ser Glu Ser Aia 
-40 -35 -30 -25 

GGG TCT TCT CCA CAT CCC CAG CCA AAG ACA GCC TTA GCT TTG AGG ACT 351 
Gly Ser Ser Pro His Pro Gin Pro Lys Thr Aia Leu Ala Leu Arg Thr 
-20 -15 -LO 

TCC TGG ATC TCC TCA GTG TGT TCA GTG ACA CAG CCA CGC CAG ACA TCA 39 9 
Ser Trp lie Ser Ser Val Cys Ser Val Thr Gin Pro Arg Gin Thr Scr 
-5 1 5 

AGT CCC ATT ATG CCT TCC GCA TCT TTG ACT TTG ATG ATG ACG 44 1 

Ser Fro lie He' Pro Ser Ala Sor Leu Thr Leu Met Met Thr 
10 15 2C 



(2) INFORMATION FOR SEQ ID NO: 2 99: 
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11] 3Z0UEKCE CHARACTERISTICS: 

{:\) LSNGTH; 284 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) strand=:dness: double 

(D) TOPOLOGY: LINEAR 



(ii; MOLECULE TYPE: CDNA 



(vi; ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Normal prosratG 

{iy.: FEATURE: 

(A) NAME/KEY: orher 

(B) LOCATION: 2.-162 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 99 

region 9 . .169 
id N76992 
est 

(ix; FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 162.. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORM-i^TICN: identity 98 

region 168 . .286 

id N76992 

est 



{ix; FEATURE: 

(A) HAME/KEY: other 

(B) LOCATION: 2.. 113 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORRATION: identity 99 

region 8 . . 119 
id W39234 
est 



(ixj FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 173. . 2B0 

(C; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 176 . . 283 

id W3 923'l 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

[Q] LOCATION: 113. .162 

;C) IDENTIFICATION METHOD: blastn 

;D) OTHER INFORMATION; identity 98 

region 113. .167 

id W39231 

est 



(IX) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 20. .160 

(C) ICENTIFICATTON METHOD; blastn 
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(D; other IMFORMATZON: identity 100 

region 1 . .141 
id R06371 
est 

(IX) FEATURE: 

(A' NA^4E/KH;Y: ouher 

(B; LOCATION: 153. .280 

{Z: IDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity 97 

region 173 . .260 

id RG6371 

est 

(ix? FEATURE: 

(A) NAME/KEY: other 

{B; LOCATION: 159.. 195 

[Z] IDENTIFICATION METHOD: biastn 

(Dl OTHER INFORMATION: identity 94 

region 138 . .174 

id R0o371 

est 

(IX) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 20.. 159 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .14 0 
id R05399 
est 

(ix) FE.ATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 161.. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 141. .260 

id R05399 

est 

(tLx) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 27.. 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .139 
id AA043154 
est 

(jLX) FE.ATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 156 .. 280 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity S9 

region 14 1. .255 
id A.A04 3154 
est 



(ix) FEATURE: 

(A) NAf^E/KEY: 5iq_peptide 
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(B) LOCATION: 132.. 215 

(C) IDENTIFICATION METHOD: Von H-i ti-j matrix 

(D) OTHER INFORMATION: score 3.6 

seq PLSDSWALLPASA/GV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 299: 



AACA.ACTTCC GGCCCCACTG AGCGGTGTCC TGAGCCGATT ACAGCTAGGT AGTGGAGCGC 60 

CGCTGCTTAC CTGGGTGCAG GAGACAGCCG GAGTCGCTGG GGGAGCTCCG CGCCGCCGGA 120 

CGCCCGTGAC C ATG TGG AGG CTG CTG GCT CG:: GCT AG? GCC CCG CTC CTG 170 
Ket Trp Arg Leu Leu Ala Arg Aiti Ser Ala Pro Leu Leu 
-25 -20 

CGG GTG CCC TTG TCA GAT TCC TGG GCA CTC CTC CCC GCC ACT GCT GGC 218 
Arg Vdl Pto Leu Ser Asp Ser Trp Ala Leu Leu Pro Ala Ser Ala Gly 
-15 -lb -5 1 

G?A A.AG ACA CTG CTC CCA GTA CCA AGT TTT GAA GAT GTT TCC ATT CCT 266 
Val Lys Thr Leu Leu Pro Val Pro Ser Phe Glu Asp Val Ser lie Pro 
5 10 15 

GAA A.^ CCC AAG CTA CTG 2 84 

Glu Lys Pro Lys Leu Leu 
20 



{2) INFORMATION FOR SEQ ID NO: 300: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 374 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix] FEATURE: 

[A) NAME/KEY: Other 
(3) LOCATION: 169.. 332 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 163 . .326 

id H71676 

est 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 92.. 170 

(C) IDENTIFICATION METHOD: hlastn 
(0) OTHER INF0RE4ATI0N : identity 94 

region 87 . . 155 
id H71676 
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(ix) FEATURE; 

(A) MAME/KEY: otnei 

(B) LOCATION: 20.. 85 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORKATIOK: identity 93 

region 18. ,33 
Id H71676 
est 

(ix; FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 334.-364 

(C) IDEMTIFICATION METHOD: biastn 

(D) OTHER INFORMATIOM: identity 33 

region 330 . . 360 
id H71676 
est 

(ix) FEATURE: 

(A) NAXE/KEY: other 
(3) LOCATION: 2 6 4.. 37 6 

(C) IDEMTIFICATION METHOD: blastn 

(D) OTHER INFORr-lATION: identity 96 

region 3 . .115 
id AA320192 
est 

(ixl FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 6. . 34 7 

(C) rOENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORM-i^TION: score 3,6 

seq ATFVTQALIQXYA/RI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300: 



AAAA^ ATG GCG GAT CAT GTG GAG AGC CTG GCC CAA CTA GAG AAT CTG TGC 50 
Met Ala Asp His Vai Gin Ser Leu Ala Gin Leu Glu As;-; Leu Cys 
-110 -105 -ICQ 

AAA CAG CTG TAT GAA ACC ACA GAC ACA R3C AST CGG AGC TCC SAG GCA 98 

Lys Gin Leu Tyr Glu Thr Thr Asp Thr Kia Xaa Arg Ser Ser Xaa Ala 

-95 -90 -85 

GAG AAA GCS TTG GTT GAR TTT ACC AAC AGC CCT GA? TGC CTG AGC A-^^G 1*3 6 

Gl\i Lys Ala Leu Val Glu Phe Thr Asn Ser Pro Asp Cys Leu Ser Lys 
-80 -75 -70 

TGC CAG CTA CTC CTC GAA AGA GGA ACT TCC TCT TAG TCC CAG TTA CTG 194 

Cys Gin Leu Leu Leu Glu Arg Gly Ser Ser Ser Tyr Ser Gin Lou Lgu 
-65 -50 -55 

GCA GCT ACA TGC CTT ACC AAG CTT GTA TCA CGC ACA AAC A.^,C CCC CTA 242 

Ala Ala Thr Cys Leu Thr Lys Leu Val Ser Arg Thr Asn Asn Pro Leu 
-50 -45 -40 

CCA TTG GAA CAG CGA ATA GAT ATT CGG AAC TAT GTG CTC AJ^C ?AS CTT 2 90 

Fco Leu Glu Gin Arg He Asp He Arg Asn Tvr Val Leu Asn X.a:^ Leu 
-35 -3C -25 -20 
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GCC ACT C:GG CCG AAG TTt. GCT ACT FTC C^FG ACA CAA CCA CTT ATT CAG 
Ala Thr Arg Pro Lvs Leu Aia 7hr Phe Val Thr Gin Aia Leu lie Gin 

-lb -10 -5 



333 



TKA TAT GCC AGA ATC ACA P-AA 
Xaa Tyr Ala Arg He Thr Lys 
1 



CTG GGC TGG TTT GAC 
Leu Gly Trp Phe Asp 



37^ 



(2) INFORriATICN FOR SEQ ID NO: 301; 

(1) SEQUENCE CHARACTr.RTS7IC5: 

(A) LENGTH: 23B oase pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(VI} ORIGINAL SOURCE: 

(A) ORGANISM: fiomo Sapiens 

(S) TISSUE TYPE; Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: otner 
(3) LOCATION: 15.. 235 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 2 . .22 2 
id H39761 
est 



(ixl FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: lc..l73 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INF0RI4ATI0N : identity 100 

region 1 . .153 
id AA017398 



(ix] FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 172.. 235 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORM.ATION: identity 98 

region 159. . 222 
Id A.A017398 
est 



(ix) FEATURE: 

(A) N.AME/KEY: other 

(B) LOCATION: 16.. 235 

(CI IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: id-r.tity 99 

region 1 - .220 
id ;i_A0591I0 
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(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 17., 235 

(C) IDENTIFICATION METHOD: biastn 

(D) <yVRER INFORMATION: iden^.ity 99 

region 1 . .219 
id PA3 3^I4 3 
esc 



(ix) FEATURE: 

(A] NAME/KEY: other 
(3] LOCATION: 56.. 235 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 99 

reqion 56 . .235 
id R75754 
est 



(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 14.. 55 

(C) IDENTIFICATION METHOD: biastn 
{D} OTHER INFORMATION: identity 100 

recj ion 15. .56 
id R7575'1 
est 



{ix} FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 62.. 226 

(C) IDENTIFICATION METHOD: Von Hei3ne matrix 

(D) OTHER INFORMATION: score 3.6 

seq TCSVCCYLFWLIA/IP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 331: 



A.^^CACTTCCT GGTGGATCCG AGTGAGGCGA CGGGGTAGGG GTTGGCG2TC AGGCGGCGAC 60 

C ATG GCG TAT CAC GGC CTC ACT GTG CCT CTC ATT GTG ATG AGC GTG TTC 109 
Met Ala Tyr His Gly Leu Thr Val Pro Lea lie Val Met Ser Val Phe 
-55 - -50 -45 -40 

TGG GGC TTC CTC GGC TTC TT3 GTG CCT TGG TTC ATC CCT AAG GGT CCT 157 
Trp Gly Phe Val Gly Phe Leu Val Pro Trp Phe He Pro Lys Gly Pro 
-35 -30 -25 

AAC CGG GGA GTT ATC ATT ACC ATG TTG GTG ACC TGT TCA GTT TGC TGC 20 5 

Asn Arg Gly Val He lie Thr Met Leu Val Thr Cys Ser Val Cys Cys 
-20 -15 -10 

TAT CTC TTT TGG CTG ATT GCA ATT CCG GCC TGG 238 
Tvr Leu Phe Trp Leu He Ala He Pro Ala Trp 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 302: 



(i) SEQ-JENCE CHARACTERISTICS: 

(A) LENGTH: 4 37 base pairs 
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{B) TYPE: NUCLEIC ACID 
;C) STRii.NDEDNESS: DOUBLE 
;D) TOPOLOGY: LINEAR 



:Li} MOLECULE TYPE: CDNA 



;vi] ORIGINAL SOURCE: 

[A) ORGANISM: Honio Sapiens 

(F} TISSUE TYPE: Cancerous prostate 

Ux) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: complement ( 3 97 4 32 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORM-i^TION: identity 97 

region 283 . . 318 

id H83411 

est 



{LK) FEATURE: 

{A) NAME/KEY: sig_peptide 

(B) LOCATION: 54.. 227 

(C) IDENTIFICATION METHOD: Von Heijne mar. rix 

(D) OTHER INFORMATION: score 3.5 

seq GGILMGSFQGTIA/GQ 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 302: 



ATATTTGCCC CTTACTTTAT CTTGTGCCTT GAGAAATTGC TGGGGAGAGA OCT ATG 5 6 

Met 

TCC ACT GGG CAG CTG TAC AGG ATG GAG GAT ATA GGG CGT TTC CAC TCC 104 
Ser Thr Gly Gin Leu Tyr Arg Met Glu Asp lie Gly Arg Ptie His Ser 
-55 -50 ^ -45 

CAG CAG CCA GGT TCC CTC ACC CCA AGC TCA CCC ACT GTT GGG GAG ATT 152 
Gin Gin Pro Gly Ser Leu Thr Pro Ser Ser Pro Thr Val Gly Glu He 
-40 -35 -30 

ATC TAC AAT AAC ACC AGA AAC ACA TTG GGG TGG ATT GGG GGT ATC CTT 200 
He Tyr Asn Asn Thr Arg Asn Thr Leu Gly Trp He Gly G^y lie Leu 
-25 -20 -15 -10 

ATG GGT TCT TTT CAG GGA ACC ATT GCT GGA CAA GGC ACA GGA GCC ACC 24 8 
Met Gly Ser Phe Gin Gly Thr He Ala Gly Gin Gly Thr Gly Ala Thr 
-5 1 5 

TCC ATT TCT GAG CTC TGC AAG GGA CAA GAA CTA GAG CCA TCA GGG GCT 296 
Ser He Ser Glu Leu Cys Lys Gly Gin Glu Leu Glu Pro Ser Giy Ala 
10 15 20 

GGG CTC ACT GTG GCC CCA CCC CAA GCC GTC AGC CTC CAG GGA TCA CAC 34 4 
Gly Leu Thr Val Ala Pro Pro Gin Ala Val Ser Leu Gin Gly Ser His 
25 30 35 

CCT GCC TTG GCT GCT ACA GCT TTT TCA CTC CAS TGC GCT AGG <:;GA GTT 3 92 
Pro Ala Leu Ala Ala Thr Ala Phe Ser Leu Xaa Cys Pro Arrj 31y Val 
4C 45 50 55 



CAG CAS CTA ATG ATC TCT ATC TCT GI^J^. CAT CTC TTC ATC GAT GCT 



437 
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Gin Kaa Leu t-^et lie Scr lie Ser Glu His Leu: Phe lie His A_d 

6C 65 70 



;2) INFORMATION FOR GEQ ID NO: 303: 



(^i SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 353 base pairs 
(S; TYPE: NUCLEIC ACID 
iC] STRAKDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 



(Li) MDLFC-JLE TYPE: CDNA 



(VI) ORIGINAL SOfJRCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

fix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 27.. 347 

(C) IDENTIFICATION METHOD: blastn 
([)) OTHER INFORMATION: identity 97 

region 1 . .321 
id T31485 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 42.. 352 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .311 
id HSC38B061 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 135. .325 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 70 . . 260 
id T66273 
est 



(ix) FEATURE: 

(A) N.AME/KEY: other 
(3) LOCATION: 69. . 140 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 5 . . 7 6 
id T66273 
est 



;ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 2.-2 20 

(C:> IDENTIFICATION METHOD: blastn 
■;D) OTHER INFORMATION: icentity 96 

region 6 . .224 
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id R24829 
est 



fix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 236., 275 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 100 

region 24 3. . 2B2 

Id R2 4e2 9 

est 



(1x1 FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; 50.. 318 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 10 . .278 
id HSC2LF071 
est 



(1x1 FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 282.. 332 

(C) IDENTIFICATION METHOD: Von Heijr.o natrix 

(D) OTHER INFORMATION: score 3.5 

seq RWWCFHLQAEASA/HP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 303: 



ATA^'.TAATAT CTAAAAAGCT AAATTTTAAA TACCAGCTTT ACATAAATGA TT3TKGACTC 60 

TGGTCTGTKT CTGACACCTT TCCAGAAAAA AGTCAATTGT TC.^VGGTACAC CA.=J\GAGGAA 120 

GAAG.^.GCTGT GGAGGCCACC CTCTACAAAG CTTTAT.CiGAA CTTCTGGATC T^^-ACTCACAA 13 0 

ACAAGCTTCC AGAAGAGACT AGAGACCTTA GGCCAGGAGA TGAJ\GGAGT^ CAGTAGCAAA 240 

GTCACACCTG TCCA.aLTTCCC TGAGCTTTGC TCACTCAGCT A ATG GGA TGG CAA AGG 2 96 

Met Gly Tro Gin Arg 
-15 

TGG TGG TGC TTT CAT CTT CAG GCA GAA GCC TCT GCC CAT CCC OCT CAA 34 4 
Tro Trp Cys Phe His Leu Gin Ala Glu Ala Ser Ala His Pro Pro Gin 
-10 -5 1 

GG(i CTG CAG 353 
Gly Leu Gin 



(2) INFORMATION FOR SEQ ID NO: 30 4: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 250 base pairs 
(H) TYPE; NUCLEIC ACID 

(C) STRANDEDNE3S: DOUBLE 

(D) TOPOLOGY: LINEAR 
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(ii) C-10LECU:.E: ?YrF,: CCNA 

(vi) ORIGINAI. .SOURCE: 

(A) ORGANISM: Hono Sapiens 

(F) T-ISS'JE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) MAKE /KEY: Other 
(S) LOCATION: 80 . .2 36 

(C) IDENTiriCATICN METHOD: biastn 

(D) OTHER rNF-ORMATION: identity 95 

region 34 . . 190 
id N34164 
est 



(ix) FEATURE: 

(A) HAKE/KEY: other 

(B) LOCATION: 91.. 257 

(C) IDEKTIFICATIOH METHOD: biastn 
;D) OTHER INFORMATIO.N : identity 98 

region 66 . .232 
id R89543 
est 



(ix) FEATURE: 

(A) NAKE/KEY: other 
{3) LOCATION: 91 . .254 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 99 

region 66 . . 22 9 
id H59647 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(E) LOCATION; 126.. 170 

[O IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.5 

seq VIFFACWRVRDG/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 304: 



AGGTGACCTG GGCCGAGCCC TCCCGGTCGG CTAAGATTGC TGAGGAGCCG GCGGGTAGCT 60 

GGCAGGCGCC GACTTCCGAA GGCCGCCGTC CGGGCGAGGT GTCCTCATGA CTTCTCTTGT 120 

GGACC ATG TCC GTG ATC TTT TTT GCC TGC GTG GTA CGG GTA AGG GAT GGA 17 0 
Met Ser Va 1 lie Phe Phe Aia Cys Val Val Arq Val Arg Asp Gly 
-15 -10 -5 

CTG CCC CTC TCA GCC TCT ACT GA? TTT TAG CAC ACC CA.A GAT TTT TTG 216 
Leu Pro Leu 3er Ala Ser Thr Asp Phe Tyr His Thr Gin Asp Phe Leu 
1 5 " 10 15 

GAA TGG AGG AGA CGG CTC AAG ACT TTA GCC TTG CGA CTG AAG 2 GO 

Glu Trp Arg Arg .Arg Leu Lys Scr Leu Ala Leu Arg Leu Lys 
20 25 30 
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(2) IKFORKi\TION FOR SEQ ID NU : 3C3: 

(i) SEQUENCE CHARACTERLS TICS : 

(A) LENGTFI: 242 ba5e pairs 

(B) TYPE: MUCLEIC ACID 

(C) STRANDEDMESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



{ii} MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISt^: Homo Sapiens 

(F) TISSUE TYPE: Norma, prostate 



(ix) FEATURE: 

{A) NAKE/KEY: other 

(B) LOCATION: 44 . .210 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 92 

region 29 . .195 
id R88607 
est 



(ix) FEATURE: 

(A) NAl^E/KEY: other 

(B) LOCATION: 17 . . 135 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 16 . .134 
id AA035300 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 136.. 24 4 

(C) IDENTIFICATION METHOD: blastr\ 

(D) OTHER INFORMATION: identity 96 

region 134 . .242 
id AA035300 
est 



iix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 38 . .2 44 

(C) IDENTIFICATION METHOD; biastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 207 
id AA147B73 
est 



(ix) FE.ATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement (128 2 4 4 ] 

(C) IDENTIFIC.2\TIQN METHOD: biastn 

(D) OTHER INFORMATION: identity 9 6 

region 263 . . 379 
id AA147836 
est 



(IX) FE.VrURE: 

(A) NAME /KEY: other 
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(B) LOCATION: corr.plemont ( 38 . . 1 5 I } 

(C) IDENTIFICATION METHOD: blasrn 

(D) OTHER INFORMATION: identity 3A 

region 37 5. .4 58 
id AA147336 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 136.. 24 4 

(C) IDENTIFICATION METHOD: blast n 

(D) OTHER INFORMATIOM: identity '■J^i 

region 91 . . 199 
id T69346 
est 



FEATURE: 
(A) NAME/KEY: other 
;B) LOCATION: 45.. 133 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 

region 1 . . 94 
id T69348 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 66.. 113 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D) OTHER INFORMATION: score 3.5 

seq TALAAXTWLGVWG/VR 

[xi) SEQUENCE DESCRIPTION: SEQ ID NO: 305: 



AATT.i^GCGCG TAACGCASAG ACTGCTTGCT GCGGCAGAGA CGCCAGAKGT GCAGCTCCAG 60 

CAGCA ATG GCA GTG ACG GCG TTG GCG GCG MRG ACG TGG CTT GGC GTG TGG 110 
Met Ala Vai Thr Ala Leu Ala Ala Xaa Thr Trp Leu Gly Val Trp 
-15 -10 ~5 

GGC GIG AGG ACC ATG CAA GCC CGA GGC TTC GGC TCG GAT CAG TCC GAG 158 
Gly Vai Arg Thr Met Gin Ala Arg Gly Phe Giy 3er Asp Gin Ser Glu 
15 10 15 

AAT GTC GAC CGG GGC GCG GGC TCC ATC CGG GAA GCC GGT GGG GCC TTC 2 06 
Asn Val Asp Arg Giy Ala Gly Ser He Arg Glu Ala Giy Gly Ala Phe 
2C 25 30 

GGA AAS AGA GAG CAG GCT G.AA GAS SAA CGA TAT TTC 242 
Giy Xaa Arg Gl'j Gin Ala Glu Xaa Xaa Arg Tyr Phe 
35 40 



(2) INFORMATION FOR SEQ ID NO: 306: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 402 base pairs 
(3) TYPE: NUCLEIC ACID 
;C) STRA.NDEDNESS ; DOUBLE 
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(D) TOPOLOGY: LINEAR 



[11) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Komo Sapiens 

(F) TISSUE TYPE; Normal prostate 



(ixl FEATURE: 

(A) N.ZU^E/KEY: other 

(B) LOCATION: 151.. 402 

(C) IDENTIFICATION METHOD: fasta 

(D) OTHER INFORMATION: identity iOO.O 

reqion 1 . .2 52 
id HSU21123 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 155.. 402 

(C) IDENTIFICATION METHOD: fasta 

(D) OTHER INFORMATION: identity 95.6 

region 1 . .248 
id HSU1872a 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: Other 

(B) LOCATION: 131.. 4 02 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . .27 2 
id H27256 
est 



(ixl FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 161.. 4 02 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 31 . . 272 
id W95921 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 9 5.. 4 02 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORR^TION: identity IGO 

region 141, .24 7 

id C17793 

est 



(ix) FEATURE: 

(A) NAME/KEY: ether 

{B] LOCATION: 151. .252 

iZ) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9S 

region I . .102 
id C17793 
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iixj FEATURE: 

(A) KAME/KEY: other 

(B) LOCATION; 174 , .402 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . .229 
id AA130902 
est 

(ixi FF.A7URS: 

(A) NAME/KEY: orher 

(B) LOCATION: 199. . 402 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . .20 -I 
id R58323 
est 

(IX) FEATURE; 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 235. .28B 

(C) IDENTIFICATION METHOD: Von Heijne ir.atrix 

(D) OTHER INFORMATION: score 12 

seq FTLFLALIGGTSG/OY 

fx:.) SEQUENCE DESCRIPTION: SEQ ID NO: 306; 



ACATGCCACA CCACAAGATC CCCACAATGA CATAACTCCA TTCAGAGACT GGCGTGACTG 60 

GGCTGGGTCT CCCCACCCCC CCCTTCAGCT CTTGTATCAC TCAGAATCTG GCAGCCAGTT 120 

CCGTCCTGAC AGAGTTCACA GCATATATT3 GTGGATTCTT GTCCATAG7G CATCTGCTTT 180 

PJ\GFJ^.T^hs\C GPi^J^GCAGTG TCA-^^GACAGT AAGGATTCPil ACCATTTGCC A.AAA ATG 2 37 

Met 

AGT CTA AGT GCA TTT ACT CTC TTC CTG GCA TTG ATT GGT GGT ACC AGT 28 5 
Ser Leu Ser Ala Phe Thr Leu Phe Leu Ala Leu lie Giy Gly Thr 3er 
-15 -10 -5 

GGC CAG TAG TAT GAT TAT GAT TTT CCC CTA TCA ATT TAT GGG CAA TCA 333 
Gly Gin Tyr Tyr Asp Tyr Asp Phe Pro Leu Ser lie Tyr Gly Gin Ser 
15 10 15 

TCA CCA ,AAC TGT GCA CCA GAA TGT AAC TGC CCT GAA ACC TAC CCA AGT 381 
Ser Pro Asn Cys Ala Pro Glu Cys Asn Cys Pro Glu Ser Tyr Pro Ser 
20 25 30 

GCC ATG TAC TGT GAT GAG CTG 4 02 

Ala Me^ Tyr Cys Asp Glu Leu 
35 



12) INFORMATION FOR SEQ ID MOi 30 7; 

{!) SEQUENCE CHAR.z^.CTERISTICS: 

(A) LENGTH: 2'^ A base pair^ 
(3) TYPE: NUCLEIC ACID 
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(C; STRANDECWt:^-^- : DOUBLE 

(d; TOPOLOGY; limf:ak 

(^1) MOLECULE TYPE; CDNA 



(v^) ORIGIMAL SOURCE: 

[A] ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix.l FEATURE: 

(A) NAME /KEY: orner 
(3) LOCATION: 120.. 272 
{■:.} IDENTIFICATION METHOD: fasta 
([)) OTHER INFORMATION: identity 96.1 

region 1 . . 151 
id HSU21128 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 124.. 272 

(C) IDENTIFJCAl'ION METHOD: fasta 

(D) OTHER INFORt-lATION: identity 96.0 

region 1 . .147 
id HSU18723 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 141.. 272 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER IMFORMATION: identity 97 

region 4 0. .171 
id H27256 
est 



(A) NAME/KEY: other 

(3) LOCATION: ICQ.. 136 

(C) IDENTIFICATION METHOD: blastn 

ID) OTHER INFORMATION: identity 97 

region 1 . . 37 
id H27256 
est 



(ix) FEATURE: 

(A) NAME /KEY; other 

(B) LOCATION: 141.. 272 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOKM.ATION: identity 97 

region 4 0. .171 
id W95921 
es t 



(IK) FE.ATURE: 

(A) N.AME/KEY; other 

(3) LOCATION: 141.. 245 

(C! IDENTIFICATION METHOD: blastn 

(D; other INFORMATION: identity 95 

region j2 . . 156 
Ld AA09352o 
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est 



(A) NAME/ KEY: other 

(B) LOCATION: 8 9. . 136 

(C) rOSMTirrCATION method: biastn 

(D) OTHER INFORMATION: identity 9 5 

regicr. 2 . .'19 
id AAC93526 
est 

(ix; ?ea?urh:; 

(A) NAME /KEY: other 

(3) LOCATION: 145.. 272 

(C) IDENTIFICATION METHOD; biastn 

(.)) OTHER IK FORMAT I ON: identity 98 

region 1 . . 123 
id AA18a902 
est 



{i:<: ?EATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 141.. 223 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 20 . .102 
id C17793 
est 



(ix) "EATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION': 206.. 259 

(C) IDENTIFICATION METHOD: Von He'one matrix 
{0} OTHER INFORMATION: score 12 

seq FTLFLALIGGTSG/QY 

(XI ; SEQUENCE DESCRIPTION: SEQ ID NO: 307: 



ATAACTCCAT TC.AGAGACTG GCGTGACTGG GCTGGGTCTC CCCACCCCCC CCTTCAGC:TC 60 

TTGTATGAGT CAGAJ^TCTGG CAGCCAGTTC CGTCCTGACA GAGTTCACAG CATATATTGG 120 

T3GATTCTTG TCCAWAAGTG GVATCTGCTT TARGAWTTA.!\ CG.WiGCAGT GTCAAGACAG 180 

TAAGGATTCA .AACCATTTGC CAAAA ATG AGT CTA AGT GCA TTT ACT CTC TTC 2 32 

Met Ser Leu Ser Ala Phe Thr Leu Phc 

-15 -10 

CTG GCA TTG ATT GGT GGT ACC AGT GGC CAG TAG TAT GAT TGG 27 4 
Leu Ala Leu He Gly Gly Thr Ser Gly Gin Tyr Tyr Asp Tro 

-5 1 S 



(2) INFORMATION FOR SEQ ID NO: 3 08: 

''ij 3E0U£!^CE CH.;\RACTERISTICS: 

-A) LENGTH: 4 36 base pairs 
(Bi- TYPE: NuCLEIC ACID 
^C; STRANDEDNESS : DOUBLF. 
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(D) TOPOLOGY : LINEAR 



(11) moleculf: ty^^p:: cdsa 



(VI) ORIGINAL SOaRCE: 

(A) ORGANISM: Hcmo Sapiens 

(F) TISSUE TYPE; Hypertrophic prostate 

(ix) FEATURE: 

(A) NAVE /KEY: och^r 
(3) LOCATION: 65. .4 33 

(C) IDENTIFICATION METHOD: tasta 

(D) OTHER INFORriA.TION: identity 10 0.0 

region 1 . .369 
id HSU2112B 
vrt 



iix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION : 69.-4 33 

CO IDE>]TIFICATION METHOD: fasta 

(D) OTHER INF0Rr4ATION: identity 99.7 

region 1 . .365 
id HSU18723 
vrt 



(ix) FEATURE: 

(A) NAJ^E/KEY: other 
(3) LOCATION: 4 5.^4 33 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 389 
id H27256 
est 



"ATURE : 
(A) NA>I£/KEY: other 
(3) LOCATION: 75. .4 33 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORM_ATION: idcniity 99 

region 31 . .389 
id W9592I 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 210.. 433 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 14 1.. 354 
id CI7793 
est 



(i:<) FEATURE: 

(A! NAME/KEY: other 

(3; LOCATION: 65.. 166 

{Z] IDENTIFICATION METHOD: blastn 

(Dl OTHER INFORM.ATION: identity 93 

reci:^n I . . 102 
la CI 77 93 
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FEATURE: 

,;A) NAME/KEY: other 

[ B I LOCAT I ON : S 8 . . 4 3 3 

(C) IDENTIFICATION METHOD; blastr. 

(Dl OTHER INFORMATION: identity 100 

reqion 1 . . 34 5 
id .VA180 90 2 
est 



i:<; FEATURE: 

(A) NAME /KEY: other 

(B. LOCATION: 113. .37 0 

(C; IDENTIFICATION METHOD: blastn 

(U; OTHER INFORMATION: identity 9B 

region 1 . .258 
id R58323 
est 



..:i:<) FEATURE: 

(A; name /KEY: sig_peptide 
{B; location : 14 9. . 202 

(C; IDENTIFICATION METHOD: Von Hei]ne matri:< 
(D; OTHER INFORM.ATION: score 12 

seq FTLFLALIGGTSG/QY 

;xi) SEQUENCE DESCRIPTION: SEQ ID NO: 308: 



AGCTCTTGTA TCACTCAGAA TCTGGCAGCC AGTTCCGTCC TGACAGAGTT C.ACAGCATA? 60 
ATTGGTGGAT TCTTGTCCAT AGTGCATCTG CTTTAAGA.:\T TAACGAAAGC AGTGTCA.AGA 120 



C.AGTPAGG.^T TCAA.ACCATT TGCCAAAA ATG AGT CTA AGT GCA TTT ACT CTC 172 

Met Ser Leu Ser Ala Phe Thr Leu 
-15 



TIC C7G GCA TTG ATT GGT GGT ACC AGT GGC CAG TAG TAT GAT T.A? GAT 2 20 
Phe Leu Ala Leu lie Giy Gly Thr Ser Gly Gin Tyr Tyr Asp Tyr Asp 
-10 -5 1 5 



TTT CCC CTA TCA ATT TA'T GGG CAA TCA TCA CCA AAC TGT GCA CCA GAA 2 68 
Phe Pro Leu Ser lie Tyr Gly Gin Ser Ser Pro Asn Cys Ala Pro Glu 
10 15 20 



TGT AAC TGC CCT GAA AGC TAC CCA AGT GCC ATG TAG TGT GAT GAG CTG 316 
Cvs A^n Cys Pro Glu Ser Tyr Pro Ser Ala Met Tyr Cys Asp Glu Leu 
25 30 35 



F^AA TTG AAA AGT GTA CCA .ATG GTG CCT CCT GGA ATC AAG TAT CTT TAC 3 64 

Lys Leu Lys Ser Val Pro Met Val Pro Pro GLy :ie Lys Tyr Leu Tyr 
4C 4 5 5G 



CTT AGG .AAT AAC CAG ATT GAG CAT ATT GAT G.A.A AAG GCC TTT GAG .A.AT 412 
Leu Arq Asn Asn Gin lie Asp His He Asp Glu Lys Ala Phe Glu Asn 

60 65 70 



DO 



GTA ACT GAT CTG CAG TGG CTC GGG 4 36 

'/al Tr.r Asp Lou Gin Trp Leu Gly 

75 
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(2) INFORMATION FOR SEg ID NO: 30 9: 



(i) SEQUENOE CiiARACTSRISTICS : 

(A; LEMGTH: 423 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE; 

(A) NAME/KEY: Other 

(B) LOCATION: 75.. 34 5 

(C) IDENTIFICATION METHOD; fasta 

(D) OTHER INFORMATION: identity 96.3 

region 1 . .2 69 
id HUMD3A07M5 
vrt 



(IX) FEATURE: 

(A) KAME/KSY: other 

(B) LOCATION: 51.. 159 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .109 
id AA121593 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 91.. 150 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

scq LLLLLLFFLLYMA/AP 

^xi) SEQUENCE DESCRIPTION: SEQ ID NO: 309; 



AATTTGAATT GGGGCGTGTC TAGAAAGAGA AGCCATAGTC GGCGAGCAAC GCTGGAGCAT 6 3 

CCCGCTCTGG TGCCGCTGCA GCCGGCAGAG ATG GTT GAG CTC ATG 7TC CCG CTG 114 

Met Val Giu Leu Ket Phe Pro Leu 

-20 -15 

TTG CTC CTC CTT CTG CCC TTC CTT CTG TAT ATG GCT GCG CCC CAA ATC 152 

Leu Leu Leu Leu Leu Pro Phe Leu Leu Tyr Met Ala Ala Pro Gin lie 

-10 -5 1 

AGG A^^ ATG CTG TCC ACT GGG GTG TGT ACA TCA ACT GTT CAG CTT OCT 210 

Ali^ Lys Met Leu Ser Ser Gly Val Cys Thr Ssr Thr Val Gin Leu Pro 

5 10 15 20 

GGG A^A GTA GTT GTG GTC ACA GGA GCr PAT ACA GGT ATC GGG AAG GAG 2 53 

Gly Lys Val Val Val Val Thr Gly Ala Asn Tnr Gly He Gly Lys Giu 

25 30 35 
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ACA GCC AA.^. GAG CTG GCT CAG AGA GGA OCT CGA GTA TAT KTA GCT TNN 
Thr Ala Lys Glu Leu Ala Gin Arg Gly Ala Arg Val Tyr Xaa Ala Xaa 
40 45 50 



NGG GAT GTG GAA AAG GGG GAA TTG GTG GCC ABA GAG ATC CAG ACG ACG 
Xaa Asp Val Glu Lys Gly Glu Leu Val Ala Xaa Glu He Gin Tnr Thr 
5^. 60 65 



ACA GGG AAK SAG CAG GTG TTG GTG CGG RAA CTG GAC CTG TCT GAT ACT 
Thr Gly Xaa Xaa Gin Val Leu Val Arg Xaa Leu Asp Leu Ser A^p Tnr 
10 7 5 8 0 



4 0 2 



A.AG TCT ATT CGA GCT TIT GCT 
Lys Ser lie Arg Ala Phc Ala 

35 30 



^2 3 



(2) INFORMATION rOR SEQ ID NO: 310: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 306 base pairs 

(B) type;: NLCLEIC ACID 
CO STF.AMDEDNESS: DOUBLE 
[D} TCPOLOGY: LINEAR 

(11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(r) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 132. . 303 

(C) IDENTiriCATION METHOD: fasta 

(D) OTHER INcORMATION: identity 96 

region 1 . .171 
id HSCIR 
vrt 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 14 3. .30 3 

(C) IDENTIFICATION METHOD: fasta 

(D) OTHER INFORMATION: identity 98 

region 24 . . 183 
id HUMCIR 
vrt 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: IBl . .30 3 

(C; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 92 

region 1 . . 123 
id T74375 
est 

lix> FEATURE: 
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(A) WAKE /KEY: Other 

(B) LCCATICrs; 1 7 0 . . 2 1 3 

(C) IDENTIFICATIC^.N MBTHOD: biastn 

(D) OTHER INTORt^ATION : identity 93 

region 1 . . 4 4 
id T64778 
est 

(ix) FEATURE: 

(A) NAI-:E/KEY: sig_p--ptide 

(B) LOCATION: 18 4.. 22 8 

(C) IDENTIFICATION METHOD: Von Hei;)ne matrix 

(D) OTHER INFORMATION: score 8.1 

seq LLYLLVPALFCRA/GG 

(xi) SEQUENCE DESCRIPTION: SEQ ID KG: 310: 



AA.AAACTCAG ATCTTTTGTT TATGCAAATA GTTCATTCCC TCCA.ACATTC CTCCGGGAP.T 6C 

GGTCCCCCCT CCACTCCACA GA.AAACCCTC CCCTCCCTGC TGTGCATGAC GCGGGCTCCC 12C 

TCTGSACACA GKGVMCR.AAG ACGCTGTCGG GAKAGCCCCA GGATTCAACA CGGGCCTTGA 18C 

GPJk ATG TGG CTC TTG TAG CTC CTG GTG CCG GCC CTG TTC TGC AGG GCA 22 8 

Met Trp Leu Leu Tyr Leu Leu Vai Pro Ala Leu Phe Cys Arg Ala 

-15 -10 -5 

GGA GGC TCC ATT GCC ATC CCT CAG AA.G TTA TTT GGG GAG GTG ACT TCC 27 6 

Gly Gly Ser He Pro He Pro Gin Lys Leu Phe Gly Glu Val Thr Ser 

15 10 15 

CCT CTG TTC CCC AAG CCT TAG CCC AA.C GGG 30 6 
Pro Leu Phe Pro Lys Pro Tyr Pro Asn Gly 
20 25 



(2) INFORMATION FOR SEQ ID NO: 311: 

(i) SEQUENCE CHAElACTERISriCS : 

(A) LENGTH: 253 base pairs 

(B) TYPE; NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDKA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 

[F) TISSUE TYPE: Nornal prostate 

(lyj FEATURE: 

(A) N;^i4E/KEY: other 
(3) LOCATION: 60.. 263 

(C) IDENTIFICATION METHOD: fasta 

(D) OTHER INFORMATION: identity 99 

region 1 . .214 
id HySPG28 
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(ix) FEATURE: 

(A) NAME/KKY: other 

(B) LOCATION: 7 5..2b;j 

(C) IDENTinCATTON METHOD: rasta 
{D] OTHER INFORI^J^-TION: identity 99 

reqion 1 . .189 
id HSCRISP3G 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 51.. 14 5 

(C) IDENTIFICATION MKTHO:): Von Heijne matrix 

(D) OTHER I N FOR[<AT I ON : 3 "ore 7.7 

seq LIFLVAGLLPSFP/AN 

(Ki) SEQUENCE DESCRIPTION; SEQ ID NO: 311: 



.AATAT.^TACG GCTCTAACCT TCTCTCTCTC C.\CCTTCCTT CTGTCAATAG ATG AAA 5 6 

Met Lys 

CAA ATA CTT CAT CCT OCT CTG GAA AC:: ACT GCA ATG ACA TTA TTC CCA 10 4 
Gin lie Leu His Pro Ala Leu Glu Tnr Thr Ala Met Thr Leu Phe Pro 
-30 -25 -20 -15 

GTG CTG TTG TTC CTG GTT GCT GGG CTG CTT CCA TCT ITT CCA GCA AAT 152 
Val Leu Leu Phe Leu Val Ala Gly Lea Leu Pro Ser Pho Pro Ala Asn 
-10 -5 1 

GPJK GAT AAG GAT CCC GCT TTT ACT GCT TTG TTA ACC ACC CAA ACA CAA 2 00 
Glu AsD Lys Asp Pro Ala Phe Thr Ala Leu Leu Thr Thr Gin Thr Gin 
5 10 15 

GTG C.^uA AGG GAG ATT GTG AAT AAG CAC A.^T G.AA CTG AGG AGA GCA GTA 24 8 
Val Gin Arg Glu He Val Asn Lvs His Asn Glu Leu Arg Arg Ala Val 
20 25 30 

TCT CCC CCT GCC AAA 263 
Ssr Pro Pro Ala Lys 
35 



[2) INFORMATION FOR SEQ ID NO: 312; 

(i) SEQUENCE CHARACTERISTICS: 

(.Al LENGTH: 4 65 base pairs 

(B) TYPE: MUCLEIC ACID 

(C) STRANDEDNES5 : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: How.o Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(rx) FE.^TURE: 

;Ai NA.YE/KEY: r^tner 
;P) LOCATION: 13 3- ■-•r: 
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(C: IDENTIFICATION METHOD: fasta 
(D: other INFORMATION: identity 97 

region 1 . .335 
id HSa0 38 7 7 
vrt 

i_:<) FEATURE: 

(A) NAME /KEY: other 

(Bi LOCATION: 213. .4 67 

;C; IDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity 94 

region 232 . . 486 
Id AA150097 
est 

(i:0 FEATURE; 

(A) NAME/KEY; other 

(B) LOCATION: 35.. 204 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 55 . .224 
id AA150097 
est 

(1X1 FEATURE: 

(A) NAME/KEY: other 

[B} LOCATION: 4 3.-4 67 

[C) IDENTIFICATION METHOD: blastn 

{D) OTHER INFORMATION: identity 98 

region 56 . .4 80 
id AA155808 
est 

(1x1 FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 43.. 4 04 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 73 . .434 
id AA147965 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 395 . .467 

(C; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 4 24. .4 96 
id AA147g66 
est 

;ix) FEATURE: 

(A) NAME/KEY: Other 
(3) LOCATION: 51 . . 467 

(C) IDENTIFICATION METHOD; blastn 
iC) OTHER INFORMATION: iaentity 98 

region 1 . .417 
id AA058479 
est 

FEATURE : 
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(A) NAME/KEY: Other 

[B': LOCATION: 7C . . 405 

(C) IDENTIFICATION METHOD: blastn 

iD) OTHER INFORMATION; identity 97 

region 1 . . 336 
id W46B90 
est 



(IX) FEATURE: 

(A; NA-ME/KEY: other 

(3) LOCATION: 394.-4 25 

(CI IDEMTIFICATION METHOD: blastn 

(O; OTHER INFORMATION: identity 100 

region 326 . .357 

id W46890 

est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 52.. 102 

{C) IDENTIFICATION METHOD: Von Heijne inatrix 
[D] OTHER I M FORMAT ION: score 6.9 

seq LFLTMLTLALVKS/QD 

(XI ; SFQUFNCE DEGCRIPTION: SEQ ID NO: 312: 



A.ACTCCCCTC GCTGCCCGGG CZCGGAGCGC A3SNGGCCGC ACAGATTCAC A ATG TTG 5 7 

Met Leu 



AAA GCC CTT TTC CTA ACT ATG CTG ACT CTG GCG CTG GTC AAG TCA CAG 105 

Lys Ala Leu Phe Leu Thr Met Leu Thr Leu Ala Leu Val Lys Sei Gin 

-15 -10 -5 1 

GAG ACC GAJ\ G.AA ACC ATC ACG TAG ACG CAA TGC ACT GAC GGA TAT G.AG 15 3 

Asp Thr Glu G_u Thr lie Thr Tyr Thr Gin Cys Thr Asp Gly Tyr Glu 

5 10 15 

TGG GAT CCT GTG AGA CAG CAA TGC AAA GAT ATT GAT GAA TGT GAC ATT 201 

Trp AsD Pro Val Arg Gin Gin Cys Lys Asp lie Asp Glu Cys Asp lie 

20 25 30 

GTC CCA GAC GCT TGT ?JKA GGT GGA ATG AAG TGT GTC AAC C.AC TAT GGA 24 9 

Val Pro Asp Ala Cys Lys GLy Gly Met Lys Cys Val Asn His Tyr Gly 

35 40 45 

GGA TAC CTC TGC CTT CCG AAA ACA GCC CAG ATT ATT GTC AAT A_AT GAA 2 97 

Glv Tyr Leu Cys Leu Pro Lys Thr Ala Gin lie lie Val Asn A5n GliJ 

50 55 60 65 

CAG CCT CAG CAG GA.A ACA CAJi CCA GCA GAA. GGA ACC TCA GGG GCA ACC 34 5 
Gin i-To Gin Gin Glu Thr Gin Pro Ala Glu Gly Thr Ser Gly Ala Ttir 

70 75 80 



ACC GGG GTT GTA GCT GCC DNC AGC ATG GCA ACC ACT G3A GTG TTG MNN 39 J 
Thr Gly Val Val Ala Ala Xaa Ser Met Ala Thr Ser Xaa Val L-u Xaa 
85 90 95 



GGG GGT GGT TTT GTG GCC ACT GCT GCT GCA GTC GCA GGC CCT GAA ATG 4 41 
Gly Gly Gly Phe Val .Ala Scr Ala Ala Ala Val Ala Gly Pro Gi j Me:. 
100 105 110 
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CAG ACT GGC CGG AAT AAG 71 T GTC 
Gin Thr Giy Arg Asn Asn t'he Val 
US 



(2) INFORMATION TOR SEQ ID NO: 313: 

(1) SEO'JENCE CHAFACTERISTICS : 

(A) LENGTH: 256 base pair=; 

(B) GY?£: NCCLEIC ACID 

(C) STRANDEDNr;SS ; DOUBLE 

(D) TOPOLOGY: LINEAR 



(11) MOLECULE TYPE: CDKA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



(IX) FEATURE: 

(A) NAKE/KEY: other 

(B) LOCATION: 50.. 25 6 

(C) IDENTIFICATION METHOD; fasta 
[□} OTHER INFORMATION: identity 96 

region 1 . . 204 
id HUy.TCAYV 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 50 . . 256 

(C) IDENTIFICATION METHOD; fasia 
[D} OTHER INFORMATION: identity 93 

region 1 . . 207 
id MACTCRAAQ 
vrt 



(ix) FEATURE: 

(A) NAI^E/KEY: other 

(B) LOCATION: 50..25G 

(C) IDENTIFICATION METHOD: fasta 
;D) OTHER INFORMATION: identity 94 

region 1 . . 204 
id MACTCRAAR 
vrt 



(ix) FEATURE: 

(A) MAKE /KEY: siq^peptide 

(B) LOCATION: 50.-115 

to IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.9 

seq LLILWFHLDCV3S/IL 

[7.1] SEQUENCE DESCRIPTION: SEQ ID NO: 313: 



.^.hTTTTGGCT GCAA-AJ^CGTT TTTCTGCTGT GGGTACGTGA GCAGGAA-AC ATG GAG AAG 5^ 

Met Glu Lys 
-20 
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C^L'T TTG 
Asn E^ro Lei: 



GTG AGC AGO 
Vdl Ser Ser 



GAG GAG GGA 

Gin Glu Gly 
15 

TTT TAT GCC 

Ph'=r Tyr Ala 

3'j 

GCC GTG 

Ala Val 



GCA GCC CCA 
Ala Ala Pro 
-15 

ATA CTG AA.C 
lie Lea Asn 

GAC AGC ACC 
Asp Ser Thr 



TTA CAC TGG 
Leu His Trp 
35 



TTA CTA ATC 
Leu Leu lie 



GTG GAA CA.A 
Val Glu Gin 
5 

AAT TTC ACC 
Asn Phe Thr 
20 

TAC AGA TGG 
Tyr Arg Trp 



etc TGG TTT 
Leu Trp Phe 
-10 

ACT CGT CAG 
Se; Pro Gin 



TGC AGC TTC 
Cys Ser Phe 
25 

GAA ACT GCA 
Glu Thr Ala 
40 



CAT CTT GAC 

Hi:^ Leu Asp 

TCA CTG CAT 

Ser Lgu His 
iO 

CCT TGC AGC 

Pre 3er Ser 



AAA AGC CCC 

Lys Ser Pro 



TGC 106 
Cys 



GTT 15 4 
Val 



AAT 2C2 
Asn 



GAG 250 
Giu 
45 

256 



(/) :M70RMATI0N for SEQ id NO: 314: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 455 base pairs 
;B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Hypertrophic prostate 



FEATURE: 
[A) N.AME/KEY: other 
(3) LOCATION: 62.. 4 55 

(C) IDENTIFICATION METHOD: fasta 

(D) OTHER INFORMATION: identity 98.7 

region 1 . . 392 
id HSU32907 
vrt 



(ix) FEATURE: 

(A) NAME/KEY: Other 

O) LOCATION: 138.. 4 15 

;C) IDENTIFICATION METHOD: blasrn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 27 3 
id H09504 
est 



(IX) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION; 410. .4 54 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFOFtHATIOM : identity 91 

region 274 . .313 
id HO9504 
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[ix) FEATURE: 

(A) NAt-lH-ZKEY: other 

(E) lOCATIDN: 160.. 4 55 

;C.t IDEKTIFICATION METHOD: blastn 

■:r;i Oi'HKH [N FORMAT I OK: identity 99 

region 1 . . 296 
id H17686 
est 



(LX) EEAT'JRE: 

lA) MAME/KEY: other 

(E) LOCATION: 128.. 329 

(Ci IDENTIFICATION METHOD: blastn 

(Li OTHER INFORMATION: identity 94 

region 42. .243 
id AA247900 
est 



;lx) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 8 5.. 12 3 

tC"; IDENTIFICATION METHOD: blastn 

(Dj OTHER INFORRATION: identity 94 

region 1 . . 39 
id AA247900 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 31B..355 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFOamTICN: identity 97 

region 231 . .268 
id AA2479C0 
est 



{IX} FEATC/RE: 

(A) NAME /KEY: other 

(B) LOCATION: 128.. 231 

{C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 96 

region 22 . .125 
id R57541 
est 



Ux) FEATURE: 

;A) name /KEY: other 

;B) LOCATION: 231 -.27 4 

;C) IDEKTIFICATION METHOD: blastn 

[D) OTHER INFORMATION: identity 97 

region 124 167 

id R57541 

est 



(ix) FEATURE: 

(A; name /KEY: other 

(3) LCCATICK: 3 12.. 4 55 

iC) IDENTIFICATION METHOD: blast.- 

(D) OTHER INFORMATION; identity 99 
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region 1 . .14 4 
id N87278 
est 

(IX) FFJATURF: 

(A) NAM£/KEY: sig_peptide 

(B) LOCATIOM: 34 5. .38 9 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 
;D) OTHE?, INFORMATION: score 5.3 

seq VVTIVILLCFCKA/AE 

(xi) SEOUErJCE DESCRIPTION; SEQ ID NO: 314: 



AGCTGGGGCC ATOTAATTTA AAACCTCTGA AAJ^GTGTGCT GCGGTCCGTG CACAGCATTA bC 

GTATAACGTG AGGGCTGA.AT GCAGCCCATT CTCTGGAGAA CTTCCTCACA CACCGC.AGC:'. 1?(": 

AARGAGAAGG MCTGAAAGAC AAACCTGGGT GCAGCCAGAG AGGTCCAGAT AGATGAGCTT 18C 

GTGGCATCCA TTCCCC/V'\GT TCAGCCTAGG GACTCCACGT ACCCCAGCTG GGTCTCATTG 24 0 

TTCCAGAAn GCATTAGTTA AGATTACCCA GACTTNGATT TCA.QAGGAAT AGTTTCATTG 300 

TTCCGTCTGT A.i.CAGGAAGT AATTGGGGCC AGCTGGATGT CAGG ATG CGT GTG GTT 35b 

Met Arg Val Val 
-15 

ACC ATT GTA ATC TTG CTC TGC TTT TGC AAA GCG GOT GAG CTG CGC AAA 4 04 
Thr lie Val lie Leu Leu Cys Phe Cys Lys Ala Ala Glu Leu Arg Ly5 
-10 -5 1 5 

GCA AGC CCA GGC AGT GTG AGA AGO CGA GTG AAT CAT GGC CGG GCG GGT 4 52 
Ala Ser Pro Gly Ser Vai Arg Ser Arg Val Asn His Gly Arg Ala Gly 
IC 15 20 

GGA ^ ^ '^-> 

Gly 



[2] INFORMATION FOR SEQ ID NO: 315; 

(i) SEQUENCE CHARACTERISTICS: 

{A} LENGTH: 437 base pairs 
{31 TVPE: NUCLEIC ACID 

(C) 3TRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) HOLECULE TYPE: CDNA 

[VL) OPIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;F) tissue TYPE: Normal prostate 

(ix) FEATURE: 

;A) NAME/KEY: other 
[3) LOCATION: 45 . .4 39 
:G) IDENTIFICATION METHOD: fasta 
;D) other INFORMATION: identity 100 

region 1 . . 394 
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id HSU23350 
vrt 



(IX) FEATURE: 

;A) NAI<E/KEY: other 

■;B) LOCATION: 37 . . 438 

:C) IDENTIFICATION METHOD: fasta 

:D) other INFORMATION: identity 99 

region 3 . .3b2 
id HSU23934 



(IX) FEATURE: 

;A) NAME/KEY: sig_peptide 
;B) LOCATION: 132.. 4 01 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
;C) OTHER INFORMATION: score 5.1 

seq LLFVATLPFWTHY/LI 

(xi) SHQUENCE DESCRIPTION: SEQ ID NO: 31^: 



A-AACTCTGCA AAT.AAAATGC TCTTAGAGGG AAGG.AAAGGG AAJ^.TACTCGT CTCTGGT.VY^. 60 



GTCTGAGCAG GAC.fl.GGGTGG CTGACTGGCA GATCCAGAGG TTCCCTTCGC AGTCC.ACGCC 120 



AGGCCTTCAC C ATG GAT CAG TTC CCT GAA TCA GTG ACA GAA AAC TTT GAG 170 
Met Asp Gin Phe Pro Giu Ser Val Thr Glu Asn Phe Glu 
-90 -85 -60 



TAG GAT GAT TTG GCT GAG GCC TGT TAT ATT GGG GAC ATC GTG GTC TTT 
Tyr Asp .Asp Lea Ala Giu Ala Cys Tyr lie Gly Asp He Val Val Phe 
-75 -70 -65 



21£ 



GGG ACT GTG TTC CTG TCC ATA TTC TAG TCC GTC ATC TTT GCC ATT GGC 266 
Gly Thr Val Phe Leu Ser He Phe Tyr Ser Val He Phe Ala He Gly 
-60 -55 -50 



CTG GTG GGA fijKT TTG TTG GTA GTG TTT GCC CTC ACC .AAC AGC AA.G .AAG 
Leu Val Gly Asn Leu Leu Val Val Phe Ala Leu Thr .^sri Ser Lys Lys 
-45 -40 -35 -30 



31^1 



CCC AAG .AGT GTC ACC GAC ATT TAG CTC CTG AAC CTG GCC TTG TCT GAT 
Pro Lys Ser Val Thr Asp He Tyr Leu Leu Asn Lea Ala Lea Ser Asp 
-25 -20 -15 



362 



CTG CTG TTT GTA GCC ACT TTG CCC TTC TGG ACT CAC TAT TTG ATA A.^T 
Leu Le': Phe Val Ala Thr Leu Pro Phe Trp Thr His Tyr Leu He han 
-10 -5 ' 1 



410 



GA.A AA.G GGC CTC CAC AAT GCC .ATG TGC 4 37 

Glu Lys Gly Leu His Asa Ala Met Cys 
5 10 



(2) INFORr^.ATION FOR SF.Q ID NO: 316: 

(i) S^O'^ENCE CHARACTERISTICS: 

{A) LENGTH: 35 a.nino acids 
(2) TYPE: AMINO ACID 



wo 99/U6550 



358 



PCT/IB98/01232 



;[) TOrCLOGY : LINEAR 

MOLECULE TYPE: PROTEIN 

;vi) DRIGIMAL SOURCE: 

I A ' ORGANISM: Homo Sapiens 

(T; TISSUE TYPE: Cancerous prostate 

ii:<) FEATURE: 

(A; N.^iME/KEY: sig_pepride 
iB; LOCATION: -2 3. .-1 

n:; identification method: Von Hei^ae matrix 
(D; other INFORMATION: score 11.4 

seq VLALLLEVHYSNG/DE 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 316: 



Met Val ?he V:ii His Leu Tyr Leu Gly Asn Vai Leu Ala Leu Leu Ltu 
-20 -15 -10 

Ph^ v'ai ills Cvr Ser Asn Gly Asp Glu Ser Ser Aso Pre Gly ?rD Glri 
-S ^ I S 

His Arg Ala. 
10 



[2} INFOP-MATION for SEQ ID NO: 317: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 34 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -29.. -1 

(C) IDENTIFICATION METHOD: Von Hei^p.e matrix 

(D) OTHER INFORMATION: score 11.3 

seq rLLCIFLICAALA/.AQ 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 317; 



Met Gly Met Cvs Phe Ala Ala Glu Ser Asp Val Gin Met Phe lie Al- 
-25 -20 -15 

Phe Leu Leu Cys He Phe Leu He Cys Ala Ala Leu Ala Ala Gin Lys 
-10 -S I 

Ser Giy 



wo 99/06550 



359 



PCT/1 398/01232 



[2) INFORMATION FOR SEQ ID NO: 318: 



(i) SEQUENCE CHARACTERISTICS: 

;A} LENGTH: 37 amino acids 
:3) TYPE: AMINO ACID 
:C) TOPOLOGY: LINEAR 



[ill MOLECULE TYPE: PROTEIN 



(VI] ORIGINAL SOURCE: 

[A) (mCANISM: Homo Sapiens 

■F) TISSUE TYPE: Normal prostate 



;i:<} FEATURE: 

(A) ^]AME/KEY: sig^peptide 

(B) LOCATION: -26 . . -1 

(Cl IDENTIFICATION METHOD: Von Hei]ne matrix 
(D) OTHER INFORMATION: score 11 

seq VLFLELFWGV3LA/GS 



(xi) SEQUENCE DESCRIPTIOK: SEQ ID NO: 313: 



Mez Ala Val Arg Glu Leu Cys Phe Ser Arg Gin Arg Gin Val Leu Phe 
-25 -20 -15 

Leu Phe Leu Pha Trp Giy Val Ser Leu Ala Gly Ser Gly Phe Giy Arg 
-10 -5 1 5 

Tyr Ser Val Thr Giy 
10 



(2) INFORMATION FOR SEQ ID NO: 319: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 65 amino acids 

(B) TYPE: AMINO ACID 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(t) TISSUE TYPE: Hypertrophic prostate 

(IX) FEATURE: 

;A) NAt<E/KEY: sig_peptide 

(E) LOCATION: -18..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.7 

Geq LILLALATGLVGG/ET 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 319: 



I^e:: Arg lie 



Leu 
-15 



Gin Le'^ He Leu 



Leu Ala 
-10 



Ala Thr 



:iy L-^ 
-5 
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Gly Gly Glv. Thr- Arg Tl^ li^ T vs CAy Phe Giu Cys Lys Pro His Ser: 
1 : ' 10 

Gin Pro Trp Gin Aid Alri Ltf-i Phe Glu Lys Thr Arq Leu Leu Cys Gly 
15 20 25 30 

Ala Thr Lou He Ala Pro Ar^^ Trp Lg'J Lcu Thr Ala Ala His Cy^ Lei: 
35 40 45 

Lys Pro Arg Tyr Gly 

50 



(2} INFORMATION FOR SE^ ID NO; 520; 

(i) SZOUENCE CHAP.ACTEraSTICS: 

(A) LEMGTH: 57 amino acids 

(B) TYPE: A>1INC ACID 
(D) TOPOLOGY: LLNLAR 

(ii) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A] ORGANISM: Homo Sapiens 

(F; TISSUE TYPE: Hypertrophic prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig^pepride 

(B) LOCATION : -19 . . -1 

(C) IDENTIFICATION KETHOD; Von Heiine matrix 

(D) OTHER INFORMATION: score 10.7 

seq LILLALATGLVGG/ET 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 320: 



Met Arg He L^.u Gin Leu He Leu Leu Ala Leu Ala Thr Gly Leu Val 
-15 ■ -10 -5 

Gly GI7 Glu Thr Arg He He Lys Gly Phe Glu Cys Lys Pro H-S Xaa 
1 5 10 

Gin Pro Trp Gin Ala Ala Leu Pne Glu Lys Thr Arg Leu Leu Cys Gly 
15 20 25 30 

Ala Thr Leu He Ala Pro Arg Trp Leu 

35 



(2) INFORMATION FOR SEQ ID NO: 321: 

(i) SEQUENCE CHARAvCTERI ST ICS : 

(A) LENGTH: 103 araino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11 i t-:OLECULE TYPE; PRDTEIK 
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1 VI ! ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

[1'] '['[SSUE TYPE: Hypertrophic prostate 

(i:-:) FEATL'RE: 

{A; name /KEY: siq_peptide 
(3) LOCATION; -30 . . -1 

(C) rOENTIFICATION METHOD; Von Hcijnc matri:-: 

(D) OTHER IMFORt<ATION; score 10.6 

seq SLLLAVLVFFLFA/LP 

(VI} 3£0eJENCE DESCRIPTION: SEQ ID NO: 321: 



Met Arg Ser Cys Leu Trp Arc Cys Arg His Leu Ser Gin Gly V-i Gin 
-30 -25 ' -20 -15 

Trp Ser Leu Leu Leu Ala Val Leu Val Phe Phe Leu Pho Ala L= ^ ['re 
-10 -5 1 

Ser Xaa Xaa Xaa Xaa Xaa Gin Thr Lys Pro Ser Arg His Gin Arg Chr 
5 10 15 

Glu Asn lie i.ys GIu Arg Ser Leu Xaa Ser Leu Ala Lyi. Pro Ly^; Ser 
20 " 25 30 

Gin Ala Pro Thr Arg Ala Arg Arg Thr Thr lie Tyr Ala Glu Pro Val 
35 4 0 4 5 SO 

Pro Glu Asn Asn Ala Leu Asn Thr Gla Thr Gin Pro Lys Ala His Thr 
55 60 65 

Thr Gly Asp Arg Arg Lys Gly 

70 



(2) INFORK.ATION FOR SEQ ID NO: 322: 

(i) SEQLIENCE CHARACTERISTICS: 

(A) LENGTH: 3 0 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(XX) FEATURE: 

(A) NAME/ KEY: sic_peptide 
(3) LOCATION: -18.. -1 

(C) IDENTIFICATION METHOD: Von Heijr.e matri:-: 
;D) OTHER INFORl^^^TION : score 10.6 

seq XILLALATGLVGG/EI 

(xi) SEQUENCE DESCRIPTIOil: SEQ ID NO: 32 2; 



yi'^r. Arg lie L^u Gin Xaa lie Leu Leu Ala Leu .^la Thr Gly L-m V i ; 
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- i S - 1 0 - 5 

Gly Giv Glu He Arq lie lie Lys Gly Phe Giu Cys Lys Pro His 'Ser 
: 5 10 

Gin Fro Trc Gin Aia Aia Leu Phe Giu Lys Thr Arg Leu Leu Leu Trp 
15 ' 20 25 3j 

Gly Asp Ala HiG Arg Pro Gin Met Ala Pro Asp Ser Ser Pro Leu Fio 
35 40 45 

Gin Ala Pre Leu His Ser Ser Pro Gly Ala Aia Gin Pro Pro Gla Gly 
50 55 60 



(2) INFORMATION FOR SEQ ID NO: 32 3: 

(1) SEQUENCE CHARi^CTERISTICS: 

(A) LENGTH: 51 amino acids 
(D) TYPE: AMINO ACID 
;D) TOPOLOGY; LINEAR 

(LL) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Homo Sapiens 

(F) Tissue TYPE: Normal prosta-e 

(IX) FEATURE: 

;A) NAWE/KEY: sig_peptide 

[B] LOCATION : -38 . . -1 

[€) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 10.4 

seq LWLLLKLVSTXWA/VR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 323: 



Met Leu Giu Giu Cys Giy Aia Gly Val Asp Leu Giy Phe Gly Gly Val 
-35 -30 -25 

Lys Phe Aia Ser Giu Thr Pro Asn Leu Leu Trp Leu Leu Leu Lys Leu 
-20 -15 -10 

Val Ser Thr Kaa Trp Aia Val Arg Val Thr Leu lie lie Phe Asri Aiir. 
-5 1 5 10 

Gin Ala Arg 



(2) INFORMATION FOR SEO ID NO; 324: 

(i) SEQUENCE CHAR.ACTERISTICS: 

(A) LENGTH: 27 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 



(ii: MOLECULE TYPE: PROTEIN 
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( V : OR : G I MA L SOU RC F. : 

;Ai ORGAN I SK: ilomn Sapiens 

[r) TISSUE TYPE: Normal prostate 

:ivj FEATURE: 

■ At NAI-IE/KEY: sig_pepticie 
'B) LOCATION: -23..-1 

iC) I DENT if: CAT I ON METHOD: Von Heijne matrix 
iTi OTHER INFORMATIOM; score iC.2 

seq RCLLLALVAE3SS/CT 

;xi) SEQUENCE DESCRIPTION: SEQ ID NO: 324: 



Met lie Ala Cys Ser lie Arq Glu Leu His Arg Cys Leu Leu Leu Ala 
-20 -15 -10 

Leu Val Ala Glu Ser Ser Ser Gin Thr His Gly 
-5 1 



[2] lNFO?MATION FOR SEQ ID NO: 325: 

(1- SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 

(B) TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

[F] TISSUE TYPE: Cancerous prostate 

(iXl FEATURE: 

(A! NAME/KEY: sig_peptidG 
(Bl LOCATION: -17 . . -1 

(C; IDENTIFICATION METHOD: Von Hei^ne matri:-; 
(01 OTHER INFORMATION: score 10.2 

seq SLVLCLLSATVFS/LQ 

(x^) SEQUENCE DESCRIPTION: SEQ ID NO: 325: 



Met Gly Pro Pro Ser Leu Val Leu Cys Leu Leu Ser Ala Thr Vai ?he 

-15 -10 ^ -5 

Ser Leu Gin Gly Gly Ser Ser Ala Phe Leu Ser His His A-c. Pi o Gly 

15 10 15 



[2) INFORMATION FOR SEQ I D NO : 32 6: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 112 amino aciGS 

(B) TYPE: AMINO ACID 
(CI TOPOLOGY: LINEAR 



li) MOLECULE TYPE; PROTEIN 
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(vi; 0r<IGINAL SOUF<CE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic; prostate 

(ixl FEATURE: 

(A) NAME/KEY; sig_peptide 
(3) LOCATION: -35,. -1 

(C) IDENTIFICATION METHOD: Von Hf^iinc matrix 
O) OTHER INFORMATION: s^ore 3 

seq AMWWLLL.VJGVLQX/Xf 

{XI ) SEQUENCE DESCRIPTION: SEQ 11) K'): ]?n: 



HeL Pro Gly Pro Arg Val Trp Gly Lys Tyi L-u Trp Ary Ser Pro His 

-35 -30 -25 -20 

■^sr Lys Giy Cys Pro Gly Aia Met Trp Tro L^^u Leu Leu Trp Gly Vai 

-15 -10 -5 

f.pii Gin Xaa Xaa Pro Asn Pro Gly Leu Arg ['ro Lei: Gly Xaa Arg Ala 

I 5 10 

Thr Pro Ala Ala Asp lie Pro Arg Val Pro Ai q Ala Val Trp Glr. Arg 

15 20 25 

Pro Arg Glu Gin His Gly His Gin Gly Ser Arg Gly Leu Cys Cys Glu 

30 35 40 45 

Ala Arg Leu Pro Gly Leu Arg Pro Gly Ala Val Pro Gly Leu Cys Arg 

50 55 60 

Gly Leu Cvs His Asn Leu He Arg Arg Phe Gly Ser Lys Pro Leu Gly 

65 ^0 ^5 



(2} INFORMATION FOR SEQ ID NO: 327: 

(1) SEQUENCE CHAR.ACTERISTICS: 

(A) LENGTH: 100 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Nornal prostate 

(i:0 FEATURE: 

(A; name /KEY: sig_peptida 
(3) LOCATION: -2 2..-1 

(C) IDENTIFICATION METHOD: Von Heijne natrr;: 

(D) OTHER INFORMATION: score 8.8 

seq LLTLALLCGPTWX /:■::< 

(XI) SEgUENCE DESCRIPTION: SEQ I D NO : 32 7; 
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Mot Hlj Arc Pro Glu Ala Mot Leu Leu Leu Leu 'Irr l.ei; P-.i.- l.-u Leu 

-2 0 -15 -:o 

i.ily CAy ^'rc Thr Trp Xaa Xaa Lys M.et ?yr > J 1 y Pio Glv Giy Giy Lys 

1 ^ 5 " iC 

Tyr PKe 3er Thr Thr Giu Asp Tyr Asp His Glu lie Thr Gly Leu Arg 
15 20 ' 25 

Vai Ser Val Gly Xaa Leu Leu Val Lys Ser Val Gli: Val Lyj Leu Gly 
30 35 Id 

Asp Ser Trp Asp Val Lys Leu Gly Gly Leu Arg 'I'rp (ilu Tyr Pro Gly 
4 5 50 ^ 

Ser riis Pro Ala Ala Arg Arg He His His Lys Ser Leu Cy:; Arg Phe 
GO 6 5 7 0 

Gin Ala Phe Leu 

75 



') :N:ORMA.TION for SEQ id NO: 32 8: 

(i) SEQUENCE CHAEU^CTERISTICS : 

[A) LENGTH; 59 amano acids 
[Bt TYPE: AMINO ACID 
[D| TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
IF) TISSUE TYPE: Prostate 

(ix) FEATURE: 

;A) NAME/KEY: s ig__pept ide 
(3) LOCATION: -15..-1 

[C) IDENTIFICATION METHOD: Vor. Hei:ine rr.^tr: :■: 
ID} OTHER INF0R.^1?I0N: score 8.6 

seq SVSLALLSGWVG3/RQ 

{;<!) SEQ'JENCE DESCRrPTION: SEQ ID NO: 326: 



Met Val Ser Val Ser Leu Ala Leu Leu Ser Gly Trp Val Civ Sor Arg 
-15 -10 -5 ' I 

Gin Gly Gly Val Gly Leu Ser Thr Leu Val Thr Leu Gly Le .i Val Ser 

5 10 1 J 

Trp Cys Trp Arg Met Val Arg Thr Gin Ala Leu Glu Gly ?h- Leu Ser 
20 2 5 30 

Val Lyj Tyr Tyr Ser Ala Phe Ser Ala Asp Lsu 
3 5 40 



(2. :::r-ORt'^ATio:; for seq lu no-. 329: 



wo 99/06550 PCT/1B98/01232 



(i) sequence: CHARACTERISTICS: 

(A) LENGTH: 55 amino aci:ls 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGAKISM: Hoir.o Sapiens 
{F) TISSUE TYPE: Prostate 

lix] FEATURE: 

(A) NAH^/KEY: sig_peptide 
{B) LOCATION: -4 9. .-1 

(C) IDENTIFICATIOK METH03: Vcn Heijne matrix 

(D) OTHER INFORMATION: score B.5 

3cq IVFLLLRVSPCLG/PS 

{•aD SEQUENCE DESCRIPTION: SEQ ID NO: 32 9: 



Met tiis He Phe 

Lys Ser Leu Ser 
-30 

Leu Val Glu Glu 
-15 

Gly E'ro Ser Xaa 



Ser lie Cys Cys 
-45 

Leu Gin Leu Ala 

He Val Phe Leu 
-10 

Lys Pro Arg 



Met Xaa 35 r Glu 

Ser Glu Lys Arg 
-25 

Leu Leu Arg Val 



Leu His Lys Met 
-35 

Ser Leu Val Ala 
-20 

Ser Pro Cys Leu 
-5 



(2) INFORMATION FOR SEQ ID NO: 330: 

(i) SEQUENCE CHAR^^CTERISTICS: 

(A) LENGTH; 22 amino acids 

(B) TYPE: AMINO ACID 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

Cix) FEATURE: 

(A) NAME/KEY: SLg_peptide 

(E) LOCATION: -17..-1 

(C) IDENTIFICATION METHOD: Vcr. Heijne matrix 

(D) OTHER IMFORMxATION: score 9.3 

seq VSALLMAWFGVLS /L'V 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 30: 



Ki-t Ly.s Leu I'rp V^^ 1 Ser Ala Leu Leu Met Aid Trp Glv Vjl Leu 

-le -10 



wo 99/06550 



367 



PCT/IB98/01232 



3 Vai Gin Thr uly 

L 5 



INFORMATION FOR SEQ ID NO: 331: 

[i) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 48 amino acids 
(3) TYPE; AMINO ACID 
(D) TOPOLCGV: LINEAR 

(li; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F] TISSUE TYPE: Normal pros-ate 

{IX] FEATURE: 

(A) NAME/KEY: sig_?eptide 
(3) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Vor* Hei^ne r.ati:i;-: 

(D) OTHER INFORMATION: score 3.3 

seq LLLPLMLMSMVoS/SL 

(xil SEQUENCE DESCRIPTION: SEQ ID ^J0: 331: 



Met Ly3 Val Leu lie Ser Ser Leu Leu Leu Leu Leu Pro Leu Met Leu 

-20 -15 'LC 

Met- S^r Me" Vai Ser Ser Ser Leu Xaa Pro Gly Val Ala Aiq Gly His 

-b 1 10 

Arq Aso Arq Gly Gin Ala Ser Arq Arq Trp Leu Glri Glu Gly Gly Leu 

15 20 25 



(2) INFORMJ\TION FOR SEQ ID NO: 3 32: 

(I) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 69 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(II) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) OUGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A; name /KEY: sig_peptide 
(3) LOCATION: -2 2..-1 

(C; IDENTIFICATION METHOD: Von Hei^r.- r. ;tri:--. 
(D) OTHER INFORMATION: score 3.3 

seq lllflm:,m3:':'.1o/gl 

::<i) Sr^QLJFNCE DESCRIPTION: SEQ ID NO: 332: 
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Mel Lys Va 1. Leu lie Ser Ser Leu Leu Leu Leu Leu Pro Leu Mc" Lou 
-2C -15 -10 

Met: Ser Met Val Ser Ser Ser Leu Asn Pro Gly Val Ala Arg oly ':{'.s 

15 10 

Ar-j A:'p Arc Giv Gin Aid Scr Arg Arg Trp Leu Gin Glu Giy Giv Gin 

15 20 2 0 

Gia Cy-s Giv. Cys Lys Asp Trp ?he Leu Arg Ala Pro Arq Arg Lys Pne 
30 35 13 

Met Thr Val Ser Gly 

-1 5 



[V) IN FORMAT TOM POR SF.Q ID NO: 333: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 amino acics 

(B) TYPE: AMINO ACID 
CD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{?) TISSUE TYPE; Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -14..-1 

(C) ICEN'TIFICATION METHOD: Von Heijne m^itrix 

(D) OTHER INFORMATION: .score 8.2 

seq LLLLQLSLPSPTS/S? 

(Xi! SEQUENCE DESCRIPTION: SEQ ID NO: 333; 



Met Leu Leu Leu Leu Gin Leu Ser Leu Pro Ser Pro Thr Ser Ser Pro 
-10 -5 1 



(2) INFORi-LATION FOR SEQ ID NO: 33^: 

(r! SEQUENCE CHARACTERISTICS: 

(A) LEMGTH: 27 amino acids 
(3) TYPE: mim ACID 
[0] TOPOLOGY: LINEAR 

(111 MOLECULE TYPE: PROTEIN 

( ) ORIGINAL SOURCE: 

(A; ORGANISM: Hcmo Sapiens 

iF) TISSUE TYPE: Nor::iai prostate 
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;A) NAME/KEY: sig_peptide 

(B) LOCATION : -17 . . -1 

(C) IDENTIFICATION METHOD: Von Hei3ne iaiU_ri>: 
(Dj OTHER INFORMATION: score 8.1 

seq LSFKLLLLAVALG/FF 

;xi) SFQL'FMCE OESCRIPTION: SEQ ID NO: 334: 



Me-^ Lou lys Met Leu Ser ?he Lys Leu Leu Leu Leu Ala V^l A^a :,eu 

-15 -10 "5 

Civ Pno ?nG Glu Gly Asp Ala Lys Phe Gly Glu 

1 5 10 



[2] INFORMATION FOR SEQ ID NO; 335: 

fil SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 69 amino acids 
(Bl TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) KAME/KEY: sig_peptide 

(B) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(Dl OTHER INFORMATION: score 8 

seq LLTLALLGXXXWA/GK 

(XX) SEQUENCE DESCRIPTION: SEQ ID NO: 335: 



Met His Arg Pro Giu Ala Met Leu Leu Leu Leu Thr Leu Ala Leu Leu 

- -20 -15 -10 

Gly Xaa Xaa Xaa Trp Ala Gly Lys Met Tyr Gly Pro Gly Gly Gly Lys 
-5 1 5 10 

Tyr Phe Ser Thr Thr Glu Asp Tyr Asp His Glu lie Tnr Gly Leu Arg 
15 20 25 

Val Ser Vai Gly Leu Leu Leu Val Lys Ser Val Gm Lys Leu Gly 

30 35 4 0 

Asp Ser Trp Asp Vai 

4 5 



;2) IMFORMATIOM FOR SEQ ID NO; 33 6: 



(!) GEQUEMCE CHARACTERISTICS: 

LENGTH; 7C am no acics 
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(B) TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

ORIGINAL SOURCE: 
(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -16. .-1 

(C) IDENTIFICATION METHOD: Von Hei;;ne rr.atr.x 
([)) OTHER INFORMATION: score 8 

sec VSAVLCVCA^WC/SQ 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 336: 



Mot Leu Lys Val Ser Ala Val Leu Cys Val Cys Ala Ala Ala Trp Cys 
-15 -10 

Ser Gin Ser Leu Ala Ala Ala Ala Ala Val Ala Ala Ala Gly Glv Arq 
15 10 15 

Ser Adp Gly Gly Asn Phe Leu Asp Asp Lys Gin Trp Lea Thr Thr He 
20 25 3C 

Ser Gin Tyr Asp Lys Glu Val Gly Gin Trp Asn Lys Pho Arg Asp Asp 
35 40 45 

Asp Tyr Phe Arg Thr Gly 

50 



[2] INFORMf^TICN FOR SEQ ID NO: 337: 

{i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 5 aruino acids 
(13) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(la) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -17..-1 

(C) IDENTIFICATION METHOD: Von Heijf.e r.atri;^ 

(D) OTHER INFORMATION: score 7.? 

seq VLWLISFFTFTDG/HG 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 3 37: 



V.'rX Lys Val Gly Val Leu Trp Leu He Ser Pne E'";^-.- Thr ?;^.e Thr Asu 
-15 -10 -5 
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G.y uiy L:iy E'ii= Leu Gly Lys Asa Aso Gly lie 

' : ' 5 ' " 10 



15 



Glu Leu He V- L Asn Lys Lys Lys His Leu Gly Leu Giv 
2C 25 



;2:i INFCRMATIOM FCR SEC ID NO: 333: 

(i- SoQUtML'E: CHARACTERISTICS: 

(A; LBNGTii : 19 amino acids 
(B: TYPE: AMINO ACID 
(. D; TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(F; TISSUE TYPE: Normal prostate 

(ix) ff.at:irf: 

(A' MAr-lE/KEY: 3ig_pepride 
(3) LOCATION: -16 /.-I 

(C; IDENTiriCATION METHOD: Von Heijne ma-rix 
[D] OTHER INFORMATION: score 7.7 

seq ILLDLICLLFITA/CV 

(XI} SEQUENCE DESCRIPTION: SEQ ID NO: 333: 



Mer Cys He lie Leu Leu Asp Leu He Cys Leu Leu Phe I 
-15 -lb -5 



Thr Aic 



Cvs Vai Glv 



(2) INFORNLATTON FOR SEQ ID NO: 339: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 62 amino acids 
(Bl TYPE: AMINO ACID 

(C) TOPOLOGY: LINEAR 

Hi) MOLECULE TYPE: PROTEIN 

{VI) ORIGINAL SOURCE: 

[A) ORGANISM: Homo Sapiens 

[F; TISSUE TYPE: Normal prostate 

(i;<) FEATURE: 

(A) NAilE/KEY: sig^^peptide 
( E) LOCATION: -59. . -1 

(C; IDENTIFICATION METHOD: Von He line rr-.atri:-: 

(D) OTHER INFORMATION ; score 7.n 

seq FMVrG_3rF?LI3C/C? 

{y.\: ::;"nUFNCE description: SEQ ID UC: 3 39: 
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Met Asc Cvs Ala Sor lie Ser Val lys Phc Thr Ser Mer Ala Tar t<r-t 
-55 -50 -45 

His Asp Lc: Scr Gin Phe Trp Ala Ser Arg Gly Glu Val Thr Asu Tl:j 
-^0 -35 -30 

Trp Prr) Va L :i . y 'In Thr Ser Leu ?rD Leu Phe Tyr Leu Ala ?;ie Met 
-2: ' -20 -15 

Val Fhe Gly S-i Ptie Fhe Pre Leu He Ser Cys Gla Pre Gly 
-13 -5 1 



(2) rNPORr:ATIOfJ POR SEO :D NO: 340: 

(1) .SfT.QtJErJ'i:-: CilARACTP.RISTICS : 

(A) LENGTH: 5/ amino acids 
(3) TYPE: AMINO ACID 
(3) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

[ix; EEATURE: 

(A) NP>1E/KEY: sig_peptide 
(3) LOCATION: -20. .-1 

(C) IDENTIFICATION METHOD: Von Heijno matrix 

(D) OTHER INFORMATION: score 7,6 

seq LVVLFGITAGATG/AK 

(XI i SEQUENCE DESCRIPTION: SEQ ID NO: 34 0: 



Mel Tnr Aid S-r Pro P,sp Tyr Leu Val Val Leu ?na Gly He Thr Ai:: 
-20 -15 -10 -5 

G'V Ala Thr Gly Ala Lys Leu Gly Ser Asp Ciu Lys Glu Leu He Leu 
1 5 10 

Leu Phe Tro Lys Val Val Asp Leu Ala Asn Lys Lys Val Gly Gin Leu 
15 20 25 

His Glu Xaa Xaa Leu Asp Arq 11^ Trp 

30 35 



;2; INFORMATION FOR SEQ ID MO: 341: 

(.i 3EQUENCE CHARACTERISTICS: 

■;A) LENGTH: 7 9 amino acids 
(31 TYPE: AMINO ACID 
;D) TOPOLOGY: LINEAR 

:i-::. molecule type: protein 
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[VI : (jUlGimL SOURCE: 

(At ORGANISM: Hono Sapiens 

:r) TISSUE TYPE: Normal prostate 

:^x) r'r:AT'JR£; 

(A. NAME/ KEY: sig__peptide 
iB' LOCATION: -15.. -1 

(C'i IDENTIFICATION METHOD: Von Hei^ne .-^arrix 
(D. OTHER INFORMATION: score 7.5 ' 

s e q C VL V L AAA.i\G A VA / V ? 

;xl; :;F,(JUENCE DESCRIPTTON : SEQ id NO: 3AI: 



Met Vd, Cys Val Leu Val Leu Ala Ala Ala Ala Gly Ala Val Ala Val 

-15 -10 -5 

Phc Lou He Leu Arg Ilo Trp Val Val Leu Arg Ser M^-t Asp Val Tht 

'j 10 1 : 

Pre Arg Glu Ser Leu Ser He Leu Vai Val Ala Glv Sei Gly Glv His 

^0 2 5 ' 33 ' 

Thr Thr Gia lie Leu Arg Leu Leu Gly Ser Leu Ser Asa Ala Tyr Sor 

35 40 45 

Pre Arg His Tyr Val He Ala Asp Thr Asp Glu Met Ser AU-i Thr 

50 55 60 



(2) INFORMATION FOR SEQ ID NO: 34 2: 

(I) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 82 amino acids 
{3] TYPE: AMINO .^CID 
(0) TOPOLOGY: LINEAR 

(II) MOLFCULE TYPE: PROTEIN 

K-i) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostarc 

(ix) FEATURE: 

(A) NAME /KEY: oig_p€ptide 
(B; LOCATION: 

{C; IDENTIFICATION F.ETHOD: Von Heijne matrix 
{D; OTHER INFORMATION: score 7.5 

seq LMIPLLLLTPITA/TS 

SEQUENCE DESCRIPTION: SEQ ID NO: 3^2: 



t Lys Lys Tnr Gly Asp Gly Gly Thr Leu Ser Thr Giu Arc He Gly 
-40 -35 ' -30 



Gly A.a Ala Leu Leu Ser Leu l^eu L«5u Lys Arg ^->oL L'-:s Ket Thr Lau 
-25 -20 ■ -15 
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Me: Pro Le'.i Leu Leu Leu Thr Pro lie Thr Aia T;ir Sei Th: Sei 

-10 -5 i 

Ar^' Ttp Pro Giu lie Giy Val Val Ala lie Arq Ser Glr. Leu Arg Ala 
5 10 15 20 

Leu His Thr Cvs Giy Gin Glu Pro Val Pro Ala Met Giy Ser Giu Giy 
25 30 

Ala Ala 



INrcRMATION FOR SEQ I D NO : 34 3: 

(li SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 103 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(IL) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Normal prostate 

(IX > FEATURE: 

(A) NAME/KEY: sig_peptide 
(3] LOCATION: -23. .-1 

(CI IDENTIFICATION METHOD: Von Hei^ne rratrix 
(D) OTHER INFORMATION: score 7.5 

seq LTFLCLLLISSLP/RE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 '1 3: 



Met Glu Leu Giy Cys Trp Thr Gin Leu Giy Leu Thr ?he Leu Gin Leu 
-20 -15 -IC 

Leu Leu lie Ser Ser Leu Pro Arg Giu Tyr Thr Val lie Asr. Glu Ala 
-5 1 5 

Cys Pro Giy Aia Glu Trp Xaa lie Met Cys Arg Giu Cys Cys Glu Tyr 
IC 15 2C 25 

Ago Gin He Giu Cys Val Cys Pro Giy Lys Arg Gin Val Val GLy Tyr 
30 35 40 

Tr.r lie Pro Cys Cys Arg Asn Glu Xaa Asn Glu Cys Asp Ser Cys Leu 
^5 50 55 

He His Pro Giy Cys Thr lie Phe Glu Asn Cys Xaa Ser Cys Arg Asn 
60 65 70 

Glv Ssr Trp Giy Giy Thr Leu 
75 30 



INFORMATION FOR SEQ ID NO: 34 4: 
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(1) SEQUENCH: CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TY?£: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Hypertrophic pr;;r,"..^"e 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION: -27.. -1 

(C) IDENTIFICATION METHOD: Vo:t Hei |n- :natii;-: 

(D) OTHER INFORM^^VTION: score 1,2 

seq SLLBTLLLEG3XT/EQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: J4 4: 



Met Arg Xaa Lys Trp Lys Met Gly Gly Met Lys Tyr lie ?ne Ser Leu 
-25 -20 -IS 

Leu Phe Phe Leu Leu Leu Giu Gly Gly Xaa Tnr Glu Gin Val Xaa His 
-10 -5 1 5 

Ser Giu Thr Tyr Cys Met Phe Gin Asp Lys Lys Tyr Arg Val Gly Glu 
10 15 20 

Arg Trp His Pro Tyr Lea Glu Pro Tyr Gly Leu Val Tyr Cys Val Asn 
25 30 35 

Cys lie Cys Ser Glu Xaa Giy Asn Val Leu Cys Ser Arq Val Arg Cys 
4 0 4 5 50 



[2) INFORMATIOt] FOR SEQ ID NO: 345: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 81 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

[vx) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostare 

(i::) FEATURE: 

(A) NPJ-IE/KEY: s^g^peptice 
(3) LOCATION: -19,.-1 

(C) IDENTIFICATION METHOD: Vcn Hcijr.'i: matrix 

(D) OTHER INFORMJ^TION : scoro 1.2 

seq 7S1MLLLVTVS!")C/AV 

(Kl) SEQUENCE DESCRIPTION: SEQ ID :: 3: _M r. : 
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re- Arg Glv Ala Thr Arg Va: Ser He M-t. L.-.-'i L*:u Leu V^l ?hr Vai 

-15 -10 -5 

S*-- ^^sr Cys Aia Vai He Thr Gly Ala Cys Glu A-c Asp Vai GIr. Cys 

1 5 10 

Giv Ala Gly T^r Cys Cys Ala He Ser Leu Trp Leu Arg GLy Lei: Arg 

15 20 2 '-. 

Met Cys Tnr Pro Leu Gly Arg Glu Gly Glu Glu Cys :iis Fro Gly Ser 

3C 35 ^10 4^ 

His Lys He Vro Phe Phe Arg Lys Arg Lys Hii> H^^ T;.i Cyj Pro Cys 

50 55 60 



Leu 



;2) INF0?.^-LATIOM FOR SEQ I D NC ; 34 6: 

[1) SEQUENCE CHAFIACT^RISTICS : 

(A) LENGTH: 47 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -21 . .-1 

(C; IDENTIFICATION METHOD; Von Hei:ne ir.atri:-; 
;D] OTHER INFORM.ATION: score 7.2 

seq SALL"SLLCEA5T/VV 

(xi) SEgUENCE DESCRIPTION: SEQ ID NO: 34 6: 



Met He Ala He Ser Ala Vai Ser 
-20 -15 

Cys Giu Ala Ser Thr Vai Vai Leu 
-5 1 

Xaa Thr Asn Asn Phe Xaa Asp Xaa 
IB 



Ser Ala Leu Leu Phe Ser Leu Leu 
-10 

Leu Asn Scr Thr Asp Ser Ser Pro 

5 10 

Glu Ala Ala Leu Lys Ala H^s 

20 2 5 



(2, INFORMATION FOR SEQ ID NO: 347: 

(L) SEQUENCE CHAR.i\CTERISTICS: 

(A) LENGTH: 85 anino acids 
[H) TYPE: AMINO ACH 
(D) TOPOLOGY: LINEAR 



^1) ^'lOLECULE TYPE: PROTEIN 
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( vi ) ORIGINAL SOURCE: 

(A) ORGANISM: Horro Sapiens 

Iz) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NA^<E/KEY: sig_pepticle 

(B) LOCATION: -21..-1 

(C) IDENTIFICATION METHOD: Von Ho 13 no :natri:-: 

(D) OTHER INFORMATION; score 7.2 

s e q 3 A L L LLC E A.S / VV 

(xi) SEQUENCE DESCRIPTION: SEQ lU No: U/: 



Met. lie Ala lie Ser Ala Vai Ser Ser Ala Leu Leu Phe Ser Leu Leu 
-2C -15 -IC 

CyF. Giu Ala Ser Thr Vai Vai Leu Leu Asn Scr Thr Asp Ser Ser Pro 
-5 1 5 IC 

Pro Thr Asn Asn Phe Thr Asp He Giu Ala Ala L^u Lys Ala Gin Lea 
15 20 25 

Asp Ser Ala Asp lie Pro Lys Ala Arg Arq Lys Ar-:; Tyr He Ser Gin 
30 ^ 35 40 

Asn AsD Ken He Ala He Leu Asp Tyr His Asn Gin Vai Arg Cly Lys 
45 50 55 

Vai Phe Pro Xaa Ala 

60 



(2) INFORMATION FOR SEQ ID NO: 34 8: 

(ii SEQUENCE CHARACTERISTICS: 

;A) LENGTH: 25 amino acics 
(3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

[A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

!A) NAME/KEY: sig^peptide 
(S) LOCATION: -22..-1 

(C) IDENTIFICATIOK METHOD: Von Heijne matrix 

[D] OTHER INFORMATION; ssore 1.2 

s-q LLTLVLCVAVAYE/RQ 

(xi) SEQUENCE DESCRIPTION: SEQ :d ^:o : 343: 



Met ASD Pro Asn Gly Gly Cys Cys Tnr L-- Leu Thr Leu Vai Leu Cys 
-20 -15 -10 



wo 99/06550 PCT/IB98/01232 

V3_ Ail Vci. A-d Tyr Gla Arg Gin Glu 

-f. 1 



(2] INPORKATinN FOR SEQ ID MO: 34 9: 

(i) Sc:o'-'h:nc£ characteristics; 

(A) LENGTH: 34 amino acids 
(5) TYPE: Al'IINO ACID 
(D) TOPOLOGY: LINEAR 

(II) r^:OLECULE TYPE: PROTEIN 

{VI} CKLGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;F) TISSUE TYPE: Cancerous prostate 

(ix ) FEATURE: 

;A1 NAME/KEY: sig_peptide 
::B) LOCATION: -25.. -1 

;C) IDENTIFICATION METHOD: Von Heiine matrix 
:D) OTHER INFORMATION: score 7.2 

sec LFTFST3LPSSL3/S3 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 34 9: 



Met G^u Gly Glu lie Tyr Phe Gin Vai Phe Leu Ser Leu Phe Thr Pns 

-25 -20 -15 -10 

Ser Thr Ser Leu Pro Ser Ser Leu Ser Ser Ser Ser Leu Ser Ser Ser 
-5 15 

As n Gly 



;2) INFORMATION FOR SEQ ID NO: 350: 

:i) SEQUENCE CHAEUVCTERISTICS : 

(A) LENGTH: 45 amino acids 

(B) TYPE: .AMINO .ACID 
(D) TOPOLOGY: LINEAR 

(^r) MOLECULE TYPE: PROTEIN 

:vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(l:<} FEATURE: 

(A} NAME/KEY: sig_peptide 
(3) LOCATION: 

(C) IDENTIFICATION METHOD: Von Heijne K-.atrix 

(D) other INFORMATION: score 7 

soq FLCMLAJ\IDLAI,S/TS 

[xij SEQUENCE DESCRIPTION: SEQ 13 NO: 350: 
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MeL T\': Vol Val Aid Met Phe Gly Asn Cys lie Val V\U Ph- T..- Vai 

-■;o -35 -30 

Arg Tnr GIu Arq Ser Lou His Ala Pro Met Tyr Leu Phe Leui ::y::, Met 

^25 ^ -20 -15 -10 

Leu r.l ^ AL^. lie Asp Leu Ala Leu Ser Thr Ser Thr Met 

-5 1 



(2} INTORKATION FDR S £2 ID NO: 351: 

(I) SIOUENC:: CHARACTERISTICS: 

(PO LENGTH: 63 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(II) MOLECULE TYPE: PROTEIN 

(vi) CRIGIKAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(i:-;) FEATURE: 

(A] NAME/KEY: sig_peptide 
(3} LOCATION: -43.. -1 

(C) IDENTIFICATION METHOD: Von Heijne niatrix 

(D) OTHER INFORMATION: score 7 

seq PWFLAPWCPGTQS/NR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 351: 



jIu Thr Xaa Pro Leu Pro Lys Pro Leu Lys Asp Tnr Ala Pro 
-40 -35 -30 



Ser Ser His Gly Val Giy Ser Aso Ser Pro Ser Ala Thr Arq Pro Trp 
-25 -20 -15 

Phe Leu Ala Pro Tro Cys Pro Gly Thr Gin Ser Asn Arg He Cys His 

-la -5 1 5 

Pro Pro Leu Ser Ser Pro Pro Asp Gin Ala Thr Cys Leu Arg Gly 
10 ' 15 2C 



(2} :::rORMATION FOR SEQ ID NO: 352: 

li) SEQ'JErJCE CHARrACTERISTICS : 

■A) LENGTH: 9 3 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Home Sapiens 

(?) TISSUE TYPE: Kor^ai prn.--=i-:e 
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(A) NAME/KEY: 5ig_peptide 
(3) LOCATION: -60 . . -1 

(C) IDENTIFICATION METHOD; Von Heijne lua-rix 

(D) OTHER INFORKATION: score 7 

seq VLVVLALR5LGR5/::S 

[Ki] SEQUENCE DESCRIPTION: SEO ID NO: 352: 



b:^: A.-D Arg Pro Gly Ser Leu Ser Val Phe Gly Ser Le'.; Pro Ala Ser 

-riO ' ' ^ -55 -50 -45 

leu Gly Thr Trp Leu Ser Ser Pro Ala Trp Leu Val Asp Aiq Val 
-40 -35 -30 

Arq Ser Ala HiS Pro Ser Ala Asn Ser Thr Giy Val Arq Mot Ser Val 
-25 -20 -15 

Liu Val Val Leu Ala Leu Arg Ser Leu Gly Arg Ser Cys Ser Leu Ser 
-10 -5 1 

Gin Ala Ala Pro Ser Arg Trp Thr Arg Ser Asn Asp Aid Pxo Gl[i Pro 

10 15 20 

Pro Giy Ser Gin His He Phe His Thr Xaa Val Pro Giy 
25 30 



(2) INE'ORMATION FOR SEQ ID NO: 353: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 36 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(VL) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

{jl:<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -21 . . -1 

(C) IDENTIFICATION F.ETHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7 

-seq VILLFSYPSCCLC/FL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 353: 



vlez His Tyr Fhe Val Ala Gly Lys Val He Lei Leu Phe Ser Tyr Pro 
-20 -15 -10 

Ser Cvs Cys Leu Cy3 Phe Leu Val Tyr Arg Arg Val Ser Xaa Leu Phe 
' 1 5 10 

1-/3 Cv5 Pne Glu 
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iNFJH:^.ATION FOR SEQ ID NO: 354: 

1 1] :;;:;QUi-:NCL-: characteristics: 

(A) LENGTH: 53 amino acids 
(3) TYPE: ?Mim ACID 
O) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(VI : ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) nmZ/KEY: Sig_peptide 

(B) LOCATION: -19..-1 

(C) IDENTIFICATION METHOD: Von Heijne matri:< 

(D) OTHER INFORMATION: score 7 

seq STVVLQVLTQATS/QD 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 354: 



Met Asp Leu Asn Ser Ala Ser Thr Val Val Leu Gin Vai Leu Thr Gin 
-15 -10 -5 

Ala Thr Ser Gin Aap Thr Ala Val Leu Lys Pro Aia Glu Glu Gin Leu 
15 10 

Lys Gin Trp Glu Thr Gin Pro Gly Phe Tyr Ser Val Leu Leu Asn He 
15 20 25 

p-e 7nr Asn His Giy 



(2) INFORMATION FOR SEQ ID NO: 355: 

(i) SEQUENCE CHARACTERISTICS: 

!A) LENGTH: 77 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

{:') TISSUE TYPE: Nor-r.-^i prostate 

(ix) FEATURE: 

(A) NAME/KEY: siq_peptids 
(3) LOCATION: -7 3..-1 

(C; IDENTIFICATION METHOD: Von Heijne matri:< 
(D) OTHER INFORMATION: score 7 

seq FLCMLAAIDLALS/TS 

(xi) SEQUENCE DESCRI PT i ON ; SEQ ID NO: 355: 
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Met Ser 3e- Cys Asn Fhe Thr His Ala ?hr Phe Vai Leu lie Cly lie 
-70 -65 -60 

Pro Gly Leu Glu Lys Ala His Phe Trp Vai Gly Phe Pro Le;: :.ei: Sr^r 
-55 -50 ' -45 

Met Tyr Vai Vai Ala Ket Fhe Gly Asn Cys lie Vai Vai Phe lie Veil 
-4 0 -35 -30 

Arg Thr Glu Arg ^er Leu His Ala Pro Met Tyr Leu Phe Leu Cys Mer 

-25 -20 -15 -10 

Lea Ala Ala lie Aso Leu Ala Leu Ser Thr Ser Thr Met 
-5 1 



(2) INrORM.'XTION FOR SEQ ID NO: 35 6: 

(1) si::ci::::ncf. characteristics: 

A) LENGTH: 7 9 ammo acids 

B) TYPE: AMINO ACID 
D) TOPOLOGY: LINEAR 

lii) KCLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
[F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE; 

(A) NAME/KEY: sig_pepticle 

(B) LOCATION: -5 6 . . -1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.9 

seq PLFFSCSISATHS/CV 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 35 6: 



Met Tyr Arq Leu Ser Leu lie Ala Gly Pro Gly Ser Tyr Pro Vai Leu 

-55 -50 -45 

Arg Trp Gly Vai Trp Asp He Pro Ser Ser Leu Vai Gin Vai Thr Tyr 

-40 -35 -30 -25 

:'.is Gin Pro Asn Leu Thr Thr Asn Leu Asp Leu Pro Leu Phe Phe Ser 

-20 -15 -IC 

Cys Ser He Ser Ala Thir His Ser Cys Vai Lys Pro Pro Ser Vai lie 

-5 1 5 

:ie Gly He S-r Scr Phe Leu Ser Phe Pro Tyr Gin Thr Leu Vai 

10 15 20 



:::fopmatig:-: for seq id ^:o: 3:-7: 
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(1) SKCUENCF. CHARACTERISTICS: 

(A) LENGTH; 91 arnii^o acids 

(B) TYPE: AT'^IND ACID 
(D) TOPOLOGY: LINEAR 

lii) MOLECULE TYPE: PROTEIN 

;vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[bl TISSUE TYPE: Normal pi^ostaLe 

(ix) FEATURE: 

(A) NAME/KEY: 3iq_peptidG 

(B) LOCATION: -24 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne m.^.trix 

(D) OTHER INFORMATION: score 6.9 ' 

seq LCFLLLAV.a:^.3FF/GS 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 35^: 



Met Leu Vai Asp Gly Pro Ser Glu Arq Pro Ala Leu Cys Phe Leu Lea 

-20 -15 -10 

L-u Ala Val Ala Met Ser Phe Phe Gly Ser Ma Leu .^-r He Asp Gla 

-5 15 

Thr Arg Ala Kis Leu Leu Leu Lys Giu Lys Met Met Atg Leu Gly Gly 

10 15 20 

Arg Leu Val Leu Asn Thr Lys Giu Glu Leu Ala Asn Glu Arg Leu Met 

25 30 35 40 

Thr Leu Lys He Ala Glu Met Lys Glu Ala Met Arg Thr Leu He Phe 

45 50 55 

Pro ?ro Sec Met His Phe Phe Gin Ala Lys Trp 

60 65 



(2} IHFORMJ^TION FOR SEQ ID NO: 353: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 60 arr.ino acids 
{3) TYPE: AMINO ACID 
[D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F; TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A; NAME/KEY: si.j_ peptide 
O; LOCATION: -35." -1 

(C; IDENTIFICATiO:^ METHOD; Von Heijno rr.atri:-: 
(D) OTHER INFORMATICl:: score 6.9 

SCO K L X X L L T P P P S Y G / 1 i O 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NU : 35;^: 



Mer E^ro Cy3 Ser Leu Thr Tro Arg Leu Pro Pro Arq TKr Cvs Gin Xaa 

-30 ' -2^ -20 

:-;.ta Giy Leu Xaa Lys 3er Xaa Leu Kaa Xid Leu Leu Thr Pro Pro Pro 
-IS -10 -5 

Se: Tyi Gly His Gin Pro Gin Thr Glv Ser Giy Glu Ser Xaa Gly Ala 
1 5 10 

^■.?r Gly A^o Lys Asp His Leu Tyr Ser Thr Va I Cys 
L5 ^ 20 23 



(2; INFORMATION FOR SEQ ID WO: 35 9: 

(i! SEQUENCE CHAEU\CTERISTICS : 

{A) LENGTH: 85 amino acids 

(B) TYPE: AMINO ACID 

(D) TOPOLOGY: LINEAR 

(1-:) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE; Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{3} LOCATION: -41..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORKATION: score 6.B 

seq LFLFLTSIAEXCS/TP 

(xr) SEQUENCE DESCRIPTION: SEQ ID NO: 353: 



Met Val Xaa Trp Lgu Val Leu Phe Ala Leu Gin lie Tyr 3er Tyr Xaa 
-40 -35 -30 

Ger Tnr Arg Asp Gin Pro Ala Ser Arg Xaa Arq Leu Leu Phe Leu Phe 
-2b -20 -15 -10 

L-u Tnr Ser lie Ala Glu Xaa Cvs Ser Thr Pro Tyr Ser Lsu Leu Gly 
-5 1 5 

Xaa Val Pho Thr Val Ser Phe Val Ala Leu Gly V5 I Leu Thr Leu Cys 
13 15 2C 

Lys Phe Tyr Leu Gin Gly Tyr Arg Ala Phe Met Asn Asp Pro Ala Met 
25 33 35 

Ajn Arq Gly Giy Ala 
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(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 amino acids 
(3) TYPE: AMINO ACID 
(3) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(F) TISSUE TYPE: :l ypert r Dphi c prostat:- 

(ixl FEATURE: 

(A) NAI>1£/KEY: sig_pepticle 
(3) LOCATION: -18..-1 

(C) IDENTIFICATION METHOD: Von Hgi^hg matrix 
(0} OTHER INFORMATION: score 5.7 

seq LE^.LXXXSLPVGA/WL 

(XI] SEQUENCE DESCRIPTION: SEQ ID NO; 3 60: 



Met Ala Arg His Gly Leu Pro Leu Leu Xdd Xai Xd,^ Ser Lsu Pro Val 
-15 -10 -5 

Gly Ala Trp Leu 
1 



(2) INFORMATION FOR SEQ I D NO : 361: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

{VI] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

{A) NAME/KEY: Sig__peptide 
(3) LOCATION: -37.. -i 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq ILYILWYCSVCSS/GS 

(x^) SEQUENCE DESCRIPTION: SEQ ID NO: 361: 



Met Leu Met Ser Ala .^sp Arg Leu 
-25 

lie Leu Tyr He Leu Trp Tyr Cys 
-10 

L^a Ser Thr Ser He Met Lys Lys 
6 10 



Met Val 

Arc Thr 
-20 

Ser Val 



His Lsu 
-35 

Lsu Tyr 
Cys Ser 



Arg Thr 

Tyr Thr 
Ser Gly 



Gly Leu 
-30 

-lb 

Ser Lou 
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Arc Met 



[2] INFCP.M^TION FCR SEQ I D NO : 3 62: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 51 a:?aino acids 
{3! TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Cancerous prosta.e 

(IX) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -15. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq IL3TVTALTFARA/LD 

(xx) SEQUENCE DESCRIPTION: SEQ ID NO: 352: 



Met Gly lie Leu Ser Thr Val Thr Ala Leu Thr Phe Aia Arq Ala Leu 
-15 -10 -5 1 

Asp Gly Cys Arg Asn Gly lie Ala His Pro Ala Ser GIu Lys His Arg 
5 10 15 

Leu Glu Lys Cys Arg Glu Leu Glu Ser Ser His Ser Ala Pro Gly Ser 
20 ' 2 5 3 0 

Thr Gin Gin 

35 



(2) INFORMATION FOR SEQ ID NO; 363: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3'J amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A; ORGANISM: Ho.tio Sapiens 

(F; tissue TYPE: Normal prostate 

(IX) FEATURE: 

(A; NAME/KEY: sig_peptide 
(Bi LOCATIOM : -2 3. . -1 

(CI IDENTIFICATION METHOD: Von Heijne matr_;< 
(D) OTHER I:L^c;;^.MA?:0N: score 6.5 

seG LTFLQXLLISSL/:/RE 
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(Ki) SEQUENCE- DK:>J;'.: i'T [ON : Sr.Q ID NO: 363: 



Ket Giu Leu Glv Cys Trp ?hr Glii Leu Gly Leu Thr Phe Leu Gin Xaa 
-20 -15 -10 

Leu Leu lie Ser Ser Leu Xaa Arg Glu Tyr Thr Val lie Asn Glu A^.^ 
-5 1 5 

Arg Lys 

10 



(2) INFORMATION FOR SEQ ID KG: 3 64: 

;i) SEOUENCE CHARACTERISTICS: 

(A) LENGTH: 3 6 anino acids 
;B) TYPE: A^:INO ACID 

(D) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: PROTEIN 

(vi) ORIGINA.L SOURCE: 

(A) ORGANISM: Hona Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(E) LOCATION: -22..-! 

(C) IDENTIFICATION METHOD: Von Keijne matrix 

(D) OTHER INFORMATION: score 6.4 

seq FLLCXSVFTDCKG/CV 

{Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 364: 



Met Glu Leu Leu Arg Val Cys Ser Phe Phe Leu Leu Cys Xaa Ser Val 
-20 -15 -10 

Phe Thr Asd Cys Lys Gly Asp Val Leu Cys Val Lys Met Glu Gin Ser 
-5 ^ 1 5 10 

Gin He Cys Ala 



(2) INFORMA.TION FOR SEQ ID NO: 365: 

(L) SEQUENCE CHAPACTERI3TICS : 

(A) LENGTH: 2'-^ arairiO acids 

(B) TYPE: AJ^IMO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOU?..!:: 

(A) ORGANISM: Hot.o Sapiens 

(F) TIS3UF TY'F : Normal prostate 
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lix) feature:: 

I A ) NAME /KEY: .s j peptide 

(B) LOCATION : -^2 . .-I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INF0RM.=.t:CK: score 6.3 

seq TWFLLLPPGQCRA/VG 

{xi) SEQUENCE DESCRIPTION: SEQ 10 NO: 355: 



Met lie Val Arg Pro Arg Le-i Asn Leu Thr Trp ?he Leu Leu Leu Pro 
^2 0 -10 

Pro Giy Gia Cys Arg Mb. Vai Civ Aid Thr Trp Pro Gly 

-5 1 5 



(2; INFORMATION FOR SEQ ID NO: 366; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 3 am no acids 

(B) TYPE: AI^INO ACID 
(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi; ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

CF) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -19..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INF0RM.ATION: score 6.3 

seq MVALCCCLWKISG/CE 

(xi) SEQUENCE DESCRIPTION: SEQ ID KO : 366: 



Met Gin Phe Leu ?he Lys Met Val Ala Leu Cys Cys Cys Leu Trp Lys 
-15 -10 -5 

lie Ser Gly Cys Glu Glu Val Pro Leu Thr Tyr Asn Leu Leu Lys Cys 
15 10 

Leu Leu Asp Lys Ala His Vai Gly 
15 20 



(2) INF0RJ4ATI0N FOR SEQ ID NO: 36 7: 

SEQUENCE CHAR^'-.CTERISTICS : 

(A) LENGTH: 66 amino acids 

(B) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

[11.: MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCS: 

;A) ORGANISM: Homo Sapiens 

[:) TISSUE TYPE: Cancerous prostate 

(ix) Ft: AT 'J re:: 

■:A) name /KEY: sig^peptide 
;:B) LOCATION: -21..-1 

[C) IDENTIFICATION METHOD: Von Hei^ne matrix 
iD) OTHER INFORMATION: score 6.3 

seq CVCAAJxXXSQSLX/X;': 

[Ki) SEQUENCE DESCRIPTICN: SEQ ID NO: 367; 



Ket L^u Lys Val Ser Ala Val Leu Cys Val Cys Ala Ala Ala Xaa Xaa 
-20 -15 -10 

Set" Gin 3er Leu Xaa Xaa Xaa Ala Ala Val Ala Ala Ala Gly Gly Arg 
-5 1 5 10 

Ser Asp Gly Gly Asn Phe Leu Asp Asp Lys Gin Trp Leu Thr X:iri lie 
15 20 25 

Ser Gin Tyr A3p Lys Glu Xaa Gly Xaa Trp Asn Lys Phe Arg Pisp Asp 
30 ' 35 40 

Xaa Tyr 
45 



(2) INFORMATION FOR SEQ ID NO: 3 68: 

(i) SEQUENCE c:-:aracteristics : 

(A) LENGTH: 57 amino acids 
(3) TYPE: Ai-IINO ACID 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

[VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -21 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq MVALCCCLWKISG/CF 

(XI) SEQUENCE D:-;S(:RT PT ION : SEQ ID NO: 3 63: 



Met S-r Met Gin Phe Leu Phe Lys Met Val Ala Leu Cys Cys Cys Leu 

-20 -15 -10 

Trc lys lie Ser Gly Cy:^ Glu Glu Val Pre Leu Thr Tyr Asn leu Leu 

-5 'l 5 10 

;.ys lys leu Leu Asp Ly:; Ala iiis Cys Val Leu Leu Thr Pro C/s Gly 
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15 



2'. 



2S 



Tyr lie Fhe Ser Leu He Ser ^td Gly 
30 35 



(2) INFORMATION FOR SEQ ID NO: 3 69: 

(i) SEQUENCE CHAFJXCTERISTIC^- : 

(A) LENGTH; 2C anmo acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINFJ\B, 

(li) MOLECULE TYPE: PROTEIN 

{vi} ORIGINAL SOURCE: 

(A) ORGANISM: Mono Sapiens 

(F) TISSUE TYPE; Normal prostate 

[ix} FEATURE: 

lA] NAME/KEY: sig_pep<:ide 

(B) LOCATION: - 1 ^ . - 1 

(C) IDENTIFICATION METHOC : Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq LWILIGSLSCRTS/NR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 369: 



Met Ala Gin His Leu Trp He Le\i Leu Gly Ser Leu Ser Cys Arg Tnr 
-15 -10 -5 

Ser Asa Arg Arg 
1 



[2] INFORM.Q.TION FOR SEQ ID NO: 370: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: b9 ammo acids 

(B) TYPE: AMINO ACID 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULF TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(E) LOCATION: -2 3..-1 

(C) IDENTIFICATION METHOD: Von Heijne matri:-: 

(D) OTHER INFORMATION: score 5.1 

sag LYLFSGFWTFXLG/KF 

(xi) SEQUENCE i^riSCK T TT TOM : 5EQ ID KO : 37 C: 
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Met Asa Lys Giu Xaa Vdl S^jir Xaa Glu Arg Xaa Ala Gin Vai Arcj Leu 
-25 -20 -15 

Tyr Leu Phe Ser Giy Phe Trp Thr Pho Xaa Leu Gly Lys Phe Lys Gin 
-10 -5 1 

Gly Glu Xaa Ser Tyr Xaa Xaa lie Leu Giu Arg Leu Leu Trp Gin Gin 
5 10 15 20 

Gin Tyr Xaa Giy Trp Leu Vai Giy Asp Lys Arg 
25 30 



(2; INFORMATION FOR SEQ I D NO : 371: 

(i) SEQUENCE CHARACTERISTICS: 

(A] LENGTH: 80 amino acids 
(D) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(P) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 
O) LOCATION: -54,. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq IVr IFLILLNTAA/QV 

(xi) SEQUENCE DESCRIPTION: SEQ ID HO: 371: 



Met Vai Leu Trp Arg Ala Lys lie Xaa Arg Asn Vai Pro Vai Thr Leu 
-50 -45 -40 

Ser Glu Glu Asn Arg Ser Giu Gly Lys Vai Gly Phe Gin Ala Tyr Lys 
-35 -30 -25 

Asn Tyr Phe Arg Ala Cly Aia His Trp He Vai Phe He Phe Leu He 
-20 -15 -10 

Leu Leu Asn Thr Ala Ala Gin Vai Ala Tyr Vai Leu Gin Asp Trp Trp 
-5 15 10 

Leu Ser Tyr Trp Ala A^n Lys Gin Ser Met Leu Asn Vai Thr Vai Asn 
15 20 25 



;2) INFORMATION FOR .SEQ 1 0 NO : 37 2: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LEMGTH: 36 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TY?E: IH.Orrr.N 

(vi) ORIGINAL :.;c;u:-i::e : 

(A) ORGANISM: Homo Sapiens 

(?) 7I33UE TYPE: Nurrual prostaze 

(ix) FEATURE: 

(A) NAHE/KEY: sig^pepticc 

(B) LOCAL ICN: 

(C) IDENTIFICATION METHOD: Von Hei:)ne matrix 

(D) OTHER IK FORMAT I ON: score 6 

seq FTSVLWLTSPSOP/NT 

(Xi) SEQUENCE DFSCRI P? I ONt ; 3EQ ID NO: 372: 



Met Leu Leu Xaa Phe Phe Thr Set 
-15 

Gin Pre Asn Thr Cys Pro Ser Scr 

1 5 

A.sr. Pro Pro Trp 
15 



V^I Leu Trp Leu Thr Ser Pro Ser 
-IC -5 

Leu Leu Cys Thr Tyr Pro Asn Leu 
10 



(2) IMcORMATION FOR SEC ID NO: 37 3: 

;i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 

(B) TYPE: AMINO ACID 
[D) TOPOLOGY: LINEAR 

(xi) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A; ORGANISM: Homo Sapiens 

(Fj TISSUE TYPE: Cancerous prostate 

[ix) E^EATURE: 

(A} NAME /KEY: sig_peptide 

(B) LOCATION: -2 2 ..-I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORRATION: score 5.9 

seq IILGCLALFLLLQ/RK 

;:^i) SEQUENCE DESCRIPTION: SEQ 10 NO: 373: 



i-:ttr Glu Leu lie Ser Pro Thr Val lie He lie Leu Gly Cys Leu Ala 
-20 -10 



?he Leu Leu Lea Gl;i Arq Lys Asn Leu Arg Arg Pro Trp 
-5 1 5 



: : i FO RMAT 1 0>i [ O S EQ I D MO : 37 4: 

[i] 3eq-:;:::;-:y C:!APACTERIStics ; 
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(A) LENGTH: 5 J 3T>ir;c ncid- 

(B) TYPE: .^M;N0 AC; I D 
(D) TOPOLOGY: M HEAR 

(^1) MOLECULE TYPE: PROTEIN 

{VI ) ORIGINAL SOURCE: 

(A; ORGANISM: Uoi'dD Sapiens 

(F) TISSUE TYPE: Nurm.-L prostate 

(ix) FEATURE: 

(A) NAME/ KEY: siq_peptide 

(B) LOCATION: -47 . . -1. 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq TWLGLLSFQNLHC/FP 

SEQUENCE DESCRIPTION: SEQ ID NO: 374: 



Met His Giy Phe Glu lie lie Scr Lgu Lys Glu Glu Ser Pro Leu Gly 
-45 -40 -35 

Lys Val Ser Gin Gly Pro Leu Phe Asn Val Thr Ser Gly Ser Ser Ser 
-30 -25 -20 

Pro Val Thr Trp Leu Gly Leu Leu Ser Phe Gin Asn Leu His Cys Phe 
-15 -10 -5 1 

Pro Asp Leu Pro Gly 
5 



(2) INEORMATIOts] FOR SEQ IC NO: 375: 

(i) SEQUENCE CHAP-ACTERI 3TICS : 

(A) LENGTH; 53 arrano acids 
(3) TYPE: AMINO ACID 
{D) TOPOLOGY: LINEAR 

Mi) [MOLECULE TYPE: PROTEIN 

{VI) ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(r) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -5b . . -I 

(C) IDENTIFICATION METHOD: Van Heijne matri:i 
(;"^) OTHE:^ INFORMATION: score 5.9 

seq NTLFLHISGLSAA/DT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 375: 



Met Tr.r Trp Val Arg liis Ala Pro Giy Lys Ser Leu Glu Tro Val Ala 
-55 -5G -45 



A.sp Lys Thr Frie Tyr Ala Ala Ser V:il Lys 
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-25 



Gly Arg Phe Asn Vai Ser Arg Asp Asn Scr Ly3 Asn Thr Lea Phe Leu 
-20 -15 -10 

His leu Ser Gly Leu Scr Ala A^a A^p 'i'hr ;;Lv Trp Tro Gly lie 
-5 1^5 



(2) INFORMATION FOR SSQ ID NO; 37 6; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 28 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: 5ig_peptiGe 
(3) LOCATION: -14..-1 

(C) IDENTIFICATION METHOD: Von Helena matrix 

(D) OTHER INFORRATION: score 5.8 

seq LTSFFSLTANCQS/AG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 376: 



Met Leu Thr Ser Phe Phe Ser Leu Thr Ala Asn Cys Gin Ser Ala Gly 
-10 -5 I 

Thr lie Ser Phe Aia Ala Phe Ser Leu Met Pro Gly 

5 10 



(2) IMFORMATIOM FOR SEQ ID NO: 37 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE: A!<INO ACID 
(D) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

i?) TISSUE TYPE: Cancerous prcstate 

(ix; FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -18. .-1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(3) OTHER INFORMATION: score 5,8 

seq LTPLFFMXPTCFS/SP 
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Me^ LC'U Leu Cys Leu Leu Thr Pro Leu Phe Phe Met Xaa Pro Tr.r Gly 
-15 -10 

Phr^ :'-^r i.rT Pro Ser Pro Gly 
I 5 



IMPORMATiaN rOR SEQ ID NO: 37 3: 

(1) SEQUENCE CHARACTERISTICS: 

(.\) LENGTH: 37 amino acids 

TYPE: AMINO ACID 
()) TOPOLOGY: LINEAR 

(li; MOLECULE TYPE: PROTEIN 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) r MATURE: 

(A) NAME/KEY: sig^peptide 
{3) LOCATION: -21 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne n^atrix 
(0) OTHER INFORMATION: score 5.7 

seq HSLELSLLGLCPS/KT 

(xil SEQUENCE DESCRIPTION: SEQ ID NO: 378: 



^!er Asp Aap Asp Tyr Glu Ala Tyr His Ser Leu Phe Leu 5er Leu Leu 
-20 -15 -10 

Gly Leu Cys Pro Ser Lys Thr Pro lie Asn Glu Asa Ala Pro Val Phe 
-5 1 5 10 

Asp Pro Glu Pro Val 

15 



;2) INFOPmTION FOR SEQ ID NO: 37 9; 

(1} SEQUENCE CHARACTERISTICS: 

(Aj LENGTH: 32 amino acids 
■:3; TYPE: AMINO ACID 
[0] TOPOLOGY: LINEAR 

(II) XGLEC'JLE TYPE: PROTEIN 

(vL) :;p::;inal source: 

a; ORGANISM; Hon\o Sapiens 
'f, TISSUE TYPE: Hypertrophic prostate 

;ixl r-AT:jRE: 

A. MAME/KEY: sig_pcptide 
. ; LOCATION: -19 . . -1 
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(C) ICEMTIr'ICATICN METHOD; Vcn Heijr.e matrix 
( [J } O I H ?.R I ^; F 0 RM A T 1 0 ^J : score 5.7 

seq WLVWLLLGHMVVS/QM 

{XI ) SLQLJF.NC^-L DI::;iCRIPTIOM : SZQ ID NO: 37 9; 



Met Giu Trp Gly i-y^ Gi:: Trp L^\^ Val Trp Leu Lgu Leu Gly His Mer 

-15 -10 -5 

Val Val Ser Gin Ket Ala Thr Leu Leu Ala Arg Lys His Arg Pro Tr[j 
15 10 



(2) INFORMATION FOR SEQ ID NO; 380: 

(i) SEQGSMCE CHARACTERISTICS: 

(A) LENGTH: -5 9 amino acids 
[3) TYPE: AMI KG ACID 
[D) TOPOLOGY: LINEAR 

(11) MOLECULE TV Pi-:: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostats 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_poptide 

(B) LOCATION: -3 9. . -1 

(C) IDENTIFICATION METHOD: Von Heijae matrix 

(D) OTHER INFORMATION: score 5.7 

seq LTQGVLWILVIQA/VP 

(XI) SEQUENCE DESCRIPTION; SEQ ID NO: 380: 



Met Arg Arg Gly Lys Arg Leu Leu Giu Ser Gin Ser Ser Ser Pro Lys 
-35 -30 -25 

Ala Cy-s Leu Gin Leu 3_y Phe Glu Thr Glu Leu Thr Gin Gly Vai Leu 
-2^J -15 -10 

Trp lie Leu Val lie Gin Ala Val Pro Val Pro Ser Leu Thr Lys Thr 
-5 1 5 



Lys 
10 



(2) INFORMATION FOR SEQ ID NO: 381: 

(i) SEQ'JEMCE CHARACTERISTICS: 

'A) LENGTH; 2 '1 ammo acids 
::'.) TYPE: AMINO ACID 
:D) TOPOLOGY; LINEAR 
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(vi) ORIGINAL SOURCE: 

(A; ORGANISM: Ho.t.o Sapiens 

(F} TISSUS TY?E: Normal prostate 

(ix) FEATURE: 

(A; NAMF:/VEY: peptide 
( B ; [.>OCAT T 0^] : ■- / J ". . - 1 

[C) TDENTIFICATI'-iN METHOD: Voa Heijne matrix 

(D) OTHER IN FORMAT I ON: score 5.7 

seq ALLESVVWLPCHG/RG 

(xi) SEQUENCE DESCRIPTION: SEQ 10 NO r 331: 



Met Val Ala Ala Thr Glu Ala Al.i Leu Leu GIu Ser Val Vai Trp Leu 
-20 -16 -10 -5 

Pro Cys His Gly Arg Gly Gly Ser 
1 



(2) INFORMATION FOR SEQ ID NO: 352: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 amino acids 
(3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) KAJ^IE/KEY: sig^peptide 
(3) LOCATION: -19. .-1 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
;D) OTHER INFORMATION: score 5.6 

seq VSLPLLSSWGSTA/WT 

{Xil SEQUENCE DESCRIPTION: SEQ ID NO: 392: 



Met Ser Trp Asn Pre Ser Val Ser Lea Pro Leu Leu Ser Ser Trp Gly 
-15 -10 -5 

Ser Tnr Ala Trp Thr Leu 



[2] INFORKATION FOR SEQ I D NG : 38 3: 

(i) SE:;'UENC£ CHARACTERISTICS: 

:a; LENGTH: 4 7 amino acids 
;?) TYPE: AMINO A.CID 
:D') TOPOLOGY: LINEAR 
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(vi) ORIGINAL SOURCE: 

;A} ORGANISM: iio:no Sapiens 
(F) TISSUE TYPE: Prc-,tate 

(ix) FEATURE: 

(A) NAME/KFY: s i 'T_p t pt ide 

(B) LOCATION: -22 . . -1 

IC) IDEMTIFICATIOrJ KETHOD: Von Heijne matrix 
(D) OTHER IMFORHATICN: score 5.6 

seq LILLSLHLERRWT/SP 

(Xi) SEQUENCE DESCRI ?T I0^; : SEQ 10 NO: 333: 



Met Lys Arg lie Gin Gly lie Le'. Phe Leu lie Leu Leu Ser Leu His 

-20 -15 -10 

Leu Glu Arg Arg Trp Thr Ser Pro Ser Asp His Ser Lea Leu Leu Gly 

-5 1 ' 5 10 

Gly Asn Ser Leu Ala Gin His Ala Glu Ser Val Vai Arg Gin Gly 
15 20 25 



(2) INFORMATION FOR SEQ ID NO: 384: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(?) TISSUE TYPE: Normal prostate 

iix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -35 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{□) OTHER INFORMATION: score 5.5 

seq LLTFGLEVCLAAG/SP 

(x^) SEQUENCE DESCRIPTION; SEQ ID NO: 384: 



Met Vai Gin Arg Leu Trp Val Ser Arg Leu Leu Arg His Arg Lys Ala 

-35 -30 -25 -20 

Gin Leu X.^^i Leu Xaa Asn Leu Leu Thr Phe Gly Leu Glu Val Cys Leu 

-15 -10 -5 

Ala Ala Gly Ser Pro Met Cys Arg Leu Cys Cys Trp Lys Trp 

1 5 10 



(2) INFORXATION FOR SEQ I J NG : 38 5: 
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(l) ScQUEMCE CHARACTERISTICS; 

(A) LENGTH; 12 2 amino acids 

(B) TYPE: AMINO ACID 
{Di TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI } ORIGINAL SOURCE: 

(A) ORGANISM: Ho.Tio Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

{IX) FEATURE: 

(A; N.^ME/KEY: £ig_pGptide 
(B; LOCATION: -18 . . -1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORKVI'ION: score 5.5 

seq PFALVTSCSSVES/GD 

(xi) SEQUENCE DESCRIPTION; SEQ 10 NO: 335: 



Met Ala Ala Gly Val Pro Phe Ala Leu Val Thr 3er Cys Ser Ser Val 
-15 -10 -5 

Phe Ser Gly Asp Gin Lea Val Gin His lie Leu Gly Thr Giu Asp Leu 
1 5 10 

lie Val Giu Val Thr Ser Asa Asp Ala Val Arg Phe Tyr Pro Trp Thr 
15 20 25 30 

lie Asp Asa Lys Tyr Tyr Ser Ala Asp lie Asn Leu Cys Val Val Pro 
35 40 45 

Asn Lys ?he Leu Val Thr Ala Glc lie Ala Giu Ser Val Gin Ala ?:ie 
5 0 55 60 

Val Val Tyr Phe Asp Xaa Thr Gin Xaa Ser Gly Leu Asp Ser Val Ser 
65 7C 75 

Ser Trp Leu Pro Leu Ala Lys Ala Trp Leu Pro Giu Val Met lie Leu 
30 85 90 

Val Cys A5P Arg Val Ser Giu Asp Gly lie 
95 100 



(2) INFORMATION FOR SEQ ID NO: 38 6: 

(i) SEQUENCE CHARACTERISTICS: 

(Aj LENGTH: 23 animo acids 
(3) TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

[Li] MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE; 

(A! ORGANISM; Homo Sapiens 
(F) TISSUE TYPE: Prostate 
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(A; NAME/KEV: £ig_peptide 
(3:- LOCATION: -14 . . -1 

(") IDENTIFICATION METHOD: Von Heijne matrix 
(D: other INFORMATION: score 5.b 

seq TVFLXFCrPRCH3/DS 

(xi) 3FQUENCE DESCRIPTION: SEQ ID NO: 386: 



Met Thr Vai Pne Leu Xaa Phe Cys Phe Pro Arg Cys His Ser Asp Scr 
-10 -5 1 

His Xaa Xaa Gin Gin Ser Ala 



(2) INFORMATION FOR SEQ ID NO; 38 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 
(3; TYPE: A>IINO ACID 
[D] TOPOLOGY: LINEAR 

(ii) MO.ECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{r] TISSUE TYPE: Hypertrophic prostate 

{ixl FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -43 - .-1 

(C:i rOENTIEICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.4 

seq ILLEVFVWNGLQG/LP 

(;<i; SEQUENCE DESCRIPTION: SEQ ID NO: 387: 



Met Xaa Pro I\sr. Asn Phe Trp Gin Lys Leu Gly Arg Lys Lys Pro Arc 
-45 -40 -35 

lie ?ne Thr Cys Thr Gin Ser Ser Thr Gly Glu Ala Ala Val Lys Ala 
-33 -25 -20 

Glu Asn Leu He Leu Leu Glu Val Phe Val Trp Asn Gly Leu Gin Gly 
-15 -10 -5 

Leu Pro Ser Glu Leu Ser Asp Thr Ser Gly Ser Ser Lys Lys Leu Gly 
15 10 15 



Ser Leu Val Gly Trp Trp Arg Thr Leu Lys Me- Ala Pro Aia Cys Leu 
23 25 30 



Trp Sei Met Trp Glu Ser Pro Pro Arg 

35 10 
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( 2 ) I K ro r.MAT I JM FOR SEO ID NO : 38 8: 

(i) SEvL'SNCE CHARACTERISTICS: 

:A} LENGTH: 73 anamo acids 

:b] "?ype: amino acid 
;[";■) topology: linear 

molzcule type: protein 

ivL) :;RIGIKAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[7] TISSUE TYPE: Cancerous prostate 

\iy.} FEATURE: 

(A) N.AME/KEY: sig_pep-ide 
(Bl LOCATION : -36. . -I 

{::) IDENTIFICATION METHOD: Von Heijrie matrix 
{D; OTHER INFORMATION: score 5.3 

seq ALYIMCVPHSVWG/CA 

(:<_) SEQUENCE DESCRIPTION: SEO ID NO: 333: 

Me- Pna Arg Ser Asp Arg Met Trp Xaa Cys His Trp Lys Trp Lvs Fto 
-35 -30 -25 

Ser Pro I ei Leu Phe Leu Phe Ala Leu Tyr lie Met Cys Val Pro His 
-20 -15 -10 -5 

Ser Val Trp Giy Cys Ala Asn Cys Arg Val Val leu Ser Asn Pro Ser 
1 5 10 

Gly Thr Phe Thr Ser Pro Cys Tyr Pro Asn Asp Tyr Pro Asn Ser Gin 
15 20 ' 25 

Ala Cys M~t Trp Thr Leu Arg Asp Pro 
30 " 35 



(2; INFORMATION FOR SEQ ID NO: 38 9: 

(1) SEQUENCE CHAP^ACTERISTICS: 

(A) LENGTH: 92 air.ino acids 
(3) TYPE: AMiNO ACID 
(0) TOPOLOGY: LINEAR 

(11 ; MOLECULE TYPE; PROTEIN 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Fl TISSUE TYPE: Mornal prostate 

FEATURE; 
(A! NAME/KEY: sicpeptide 
(3) location;: "31 . .-1 

(C) IDENTIFICATION METHOD: Von Heijna matrix 
(D; OTHER I:;F0RMATI0N: score 5.3 

seq LVALSSELPFLGA/GV 



il SEQUENCE DESCPIPTIO.U: SEQ ID NO: jSy 
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Met Tnr Gin Arc Ser lie Air; Gly Pro lie Cys Asa Leu Lys Phe Val 

-30 -2:. -20 

Thr Leu Le Val Aid Leu Ser Ser Glu Lti j Pro Phe Lou Gly Ala Gly 

-15 -10 -5 1 

Val Gin Lr?j Glr: Asp Asn Gly Tyr Asn Gly Leu Leu He Ala He Asn 

5 10 15 

Pro Gin Val I'rc Ciu A^n Glr. Asn Leu iie Ser Asn lie Lyi> Giu Met 

2 0 25 30 

He Tnr Glv. Ala Ser Phe Tyr Leu Pne Asn Ala Thr Lys Arg Arg Val 

35 4C 45 

Phe ?ha Arq Asn He Lys He Leu lie Pro Aia Gin 

50 55 60 



{2} IN' FORMAT T OrJ ^C)H S I □ NO : 390: 

(1) SEQUENCE CHAf^ACTERISTICS : 

(A) LENGTH: 4 5 amino acids 
(3} TYPE: At-'IND ACID 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(E) TISSUE TYPE: Prostate 

(i:-:} FEATURE: 

(A) NAJ<£/KEY: sig_peptide 
(3) LOCATION : -14 . . -1 

(C) IDENTIFICATION METHOD: Von Jlei^ne matri:< 

(D) OTHER INFORMATION: score 5.3 

seq IIPLLLLLRSACN/VH 

{:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 3 90: 



Met He He Pro Leu Leu Leu Leu Leu Arg Ser Ala Cys Asn Vai His 

-10 -5 1 

1^.; l-no His Gin T.-.r Aia Ser Pro Ala Ser r,eu Ser Pro Gin Gly Leu 

5 10 15 

Trp Gly Leu Leu His Gly Gly Cys Ser Val Thr Val Arg 

2 0 25 3C 



IMEORMATION FOR SEQ ID NO: 39H 

^i: SEQUENC:-: CHArrACTERISTICS : 

■A' LENGTH: 21 arr.ino acids 
TYPE: AMINO ACID 
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(D) TOPOLOGY: LINEAR 

(ii) MOLEdULE TYPE: PROTEIN 

(vi) ORIGIt^AL SOURCE: 

(A) ORGANISM: tlono Sapiens 

[F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: siq^peptide 
(B} LOCATION: -19. . -1 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 

(D) OTHER INE0R:^U\TI0N: score 5.3 

seq VLLLSXNLNLIIQ/SS 

(xi) SEQUENCE DESCRIPTION: SEC I D NO : 3 91: 



Me:: Xaa Ser Pro Leu Pro Val Lej Leu Leu Ser Xaa Asn Leu Asn Leu 
-15 -10 -5 

lie He Gin Ser Ser 
1 



[2) INFORMATION FOR SEQ I D NO : 3 92: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 53 amino azids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -46..-1 

(C) IDENTIFICATION METHOD: Von Heijae matrix 

(D) OTHER INFORM.'\TION: score 5.2 

seq LLTFLVFTXKLSS/LN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 392: 



M--- Leu t<et Cys Lys Met Leu Lys Ser Gin Lys Asn Cys Gin Glu Asn 
-45 -40 -35 

.M-i Xaa He Lys He He Leu Phe Leu Lys Pro Met Cys Ser Pro Gin 
-vJ -25 -20 -15 

Leu Leu Thr Phe Leu Val Phe Thr Xaa Lys Leu Ser Ser Leu Asn 
-10 -5 1 

y.nD. lys Phe His 
5 
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(2) INFORMATION FOR SEQ ID NO: 3 93: 

[i) SEQUENCE characteristic::;: 

(A) LENGTH: 5 5 amino acias 

(B) TYPE: AI^INO ACID 
;D) TOPOLOGY: LINEAR 

MOLECULE TYPE: PRCTEIN 

(vi) ORIGINAL SOURCE; 

[A) ORGAMISM: Hono Sr^piens 

(F) TISSUE TYPE: Cancerous pros-ate 

(IX) FEATURE: 

(A) N.AME/KEY: sig^peptide 

(B) LOCATION: -52. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq IIVILHCAASIIS/CP 

(XI) SEQUENCE DESCRIPTION: SEC ID NO: 3 93: 



Met Lys Lys Lys Ser 
-50 

Xaa He Arg Leu Phe 
-35 

Leu Leu Ala He Asp 
-20 

Ser He He Ser Cys 



Ser Pro Asn G^n Tyr Leu 
-15 

Ser Phe Leu H-s Phe Ser 
-30 

Leu Lys He lie Val He 
-15 -10 

Pro Ser 



His Ser Ser Leu His 
-40 

Glu Glu Gly Val Leu 
-25 

Leu His Cys Ala Ala 
-5 



{2: INFCRRATION FOR SEC I D NO : 334: 

il] SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -2 3. .-1 

(C) IDENTIFICATION METHOD: Von Heijne rnzitrix 

(D) OTHER INFORMATION: score 5H 

seq ATSV3LEAQSCFA/W? 

Ui) SEQUENCE DESCRIPTION: SFQ ID NO: 394: 
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Me. Phe Ser Cvi:. Phe Ptie Ser Tr.r S-.-r L-ju Ala Thr Ser Val Uer Leu 
-23 --5 -10 

Glu Ala Gin Ser Cys Phe Ala 7rp t'lo Hp Val Ser Phe Pro Gin 

-5 1 5 

y Ser Lea Le.u Ser Pro ?ne Lei; L-^:i K-'-t St^r Tyr Asa Leu Ser His 
10 lb 20 25 

Leu lie Tyr Ser Gly Glu Leu Asa Gly Ar-j Leu Tyr Ala Glu Asn Ser 
30 35 40 

Gin lie Cys lie Cys Ser Pro AI3 Gly 
4 5 50 



(2; INFORMATION FOR SEQ ID NO: 355: 

(i; SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 7S amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) N;iJ'IE/KEY: sig_pepticle 
(3) LOCATION: -50. . -1 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.1 

seq RTALILAVCCGSA/SI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 395: 



■Ao'L His- His Giy Leu Thr Pro Leu Leu Leu Gly Val His Glu Gin Lys 

-50 -45 -40 -35 

Gin Gin Val Val Lys Phe Leu lie Lys Lys Lys Ala Asn Leu Asn Ala 

-30 -25 -20 

Leu Adp Arq Tyr Gly Arg Thr Ala Leu lie Leu Ala Val Cys Cys Gly 

-15 -10 -5 

lor Ala Ser lie Val Ser Leu Leu Leu Glu Gin Asn lie Asp Val Ser 

1 5 10 

:;-r Gin Asp Leu Ser Gly Gin Thr Ala Pro Giy 

15 20 2 5 



';r IS FORMATION FOR SEQ ID NO: 396: 
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(A) LENGTH; 21 amino d-id^ 
(3) TYPE: AMirJC ACID 
(D) TOPOLOGY: LINEAR 

[11) MOLECULL TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM; Hoiiu Sapiens 

(F) TISSUE TYPE: Nornal prostate 

(ix) FEATURE: 

(A) NAME/KEY: 3 i g^pept i d- 

(B) LOCATION: -1?/. -1 

(C) IDENTIFICATION ME7H0;j: Von Heijne ;ndCrix 

(D) OTHER IK FORMATION: srore 5.1 

seq lYFFACFOALTSS/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 96: 



^:et Ser Pro Cys He Tyr Phe Pne Ala C.ys t'ne Gin Ala Leu Thr Ser 
-15 -10 -5 

Ser Ser Pro Pro Gin 
1 



(2) INFORMATIOM FOR SEQ ID NO: 397: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amine acids 
(3) TYPE: .AMINO ACID 
(D) TOPOLOGY: LINEAR 

:ii) MOLECULE TYPE: PROTEIN 

[VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hype rc roph i c prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(B} LOCATION: -31 /.-I 

(C! IDENTIFICATION [METHOD: Voa Heijne [r.atrix 
(D) OTHER INFORMATION: score 5.1 

seq VSGASGFLPPARS/RI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 97; 



I'loz Ala Clu Glu Me- Glu Ser Ser Leu Glu Ala Xaa Phe Ser Ser Ser 

-30 -2 5 -20 

'.Vy Ala Val Ser Gly Ala Ser Gly Phe Leu Pro Pro AI3 A-c Ser A-- 

-■^ -10 -3 ^ 1 

Phe Lys lie He Val He Gly Asp Xaa Asn Val Gly Lys Thr Cys 

:r.r Tyr Arg Phe Cys Ala Gly Ar.} Pne Pro Asp Arg Thr Glu Ala 
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2 3 2 5 30 

Thr He Giy Val ^sp Phe Arg Giu Arg Aia Vai Glu 11- Asp Gly Glu 
35 40 45 

Arrg Tie Lys lie Gin Leu Trp Asp Thr Aid 
SO 5 5 



(2) INFORMATION FOR SZQ ID NO: 3 93: 

(i) SEQUENCE CHAR.ACTERISTICS : 

(A) LENGTH: 61 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapier.s 

(F) TISSUE TYPE: Hypertrophic prosta"e 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -31 /.-l 

;C) IDENTIFICATION METHOD: Von Hei^p.e matrix 
(D) OTHER INFORMATION: score 5.1 

seq VSGASGFLPPARS/RI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 398: 



Met Ala Glu Gla Met Glu Ser Ser Leu Glu Aia Ser Phe Ser Ser Ser 
-30 -25 -20 

Gly Ala Vai Ser Giy Aia Ser Gly Phe Leu Pro Pre Ala Arg Ser Arg 

-15 -10 -5 1 

11^ Phe Lys lie lie Vai Ho Giy Asp Ser Asn Vai Xaa Lvs Thr Cys 

5 10 15 



Leu Thr Tyr Arg Phe Cys Ala Giy Arg Phe Pro Asu Arg 
20 25 ' 30 



[2] INFORMATION FOR SEQ ID NO: 399: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 2 ammo acids 

(B) TYPE: .AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) t'KAT'JP.E: 
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(A) NAME /KEY: sig_pcpticie 
(3) LOCATION; -27 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne K.atrix 

(D) OTHER INFORMATION; score 5 

seq HLSLILLKPLCLP/NN 

(XI } SEQUENCE DESCRIPTION: 3E0_ ID NO: 395: 



Mat Leu Vai Leu Gly Ser Pro Leu Leu Giy Pro Leu Leu Trp His Leu 
-25 -20 -15 

Ser Leu lie Leu Lsu Lys Pro Leu Cys Leu Pro j\<r\ Asn Leu Pro Leu 
-10 -5 1 5 

Ala Leu Gly Arg Cys Leu Cys Leu His Ser 
10 15 



(2) INFOEIMATION FOR SEQ ID NO: 40G; 

(i) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 82 ammo acids 
(3} TYPE: AMINO ACID 
(□) TOPOLOGY: LINEAR 

ixi) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Komo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

{IX) FEATURE: 

(A) NAME/KEY: sig_pepticie 

(B) LOCATION: -55.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq VLFMTTAVDLVIT/EV 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 403: 



::et .-iis Leu Leu Asp Leu Giu Ser Met Gly Lys Ser Ser Asp Gly Lys 

-55 -50 -45 -40 

Ser Tyr Val lie Thr Gly Ser Trp Asn Pro Lys Ser Pro His Phe Gin 

-35 -30 -25 

Val Val Asn Giu Glu Thr Pro Lys Asp Lys Val Leu Phe Met Thr Thr 

-2C -15 -10 

Ala Val Aso Leu Vai lie Thr Glu Val Gin Glu Pro Val Arg Phe Leu 

-5 1 5 

Leu Giu Thr Lys Val Arg Val Cys Ser Pro Asn Glu Arg Leu Phe Tro 

15 ' 20 23 
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(2; INFORM-.TION rOR SEQ ID NO; 4 01: 

(1) Sr:Q'JENCt: CHARACTERISTICS: 

(A) LENGTH: 4 3 am no acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Hone Sapiens 

(D TISSUE TYPE: Normal pri^.stare 

(LX) FEATURE: 

(A) NAKE/KEY: 3ig_peptide 
(3) LOCATION; -21 . . -1 

(C) IDENTIFICATION METHOD; Von He line n\citrix 

(D) OTHER INFORMATION: score 4.3 

seq VLFVFSSIPLTFL/FQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 01: 



Kec Giu Asn Leu Lys 

-20 

Fro Leu Thr Pr.e Leu 
-5 

GIu Thr Leu Glu Thr 
15 



Asp Phe Tyr Val Leu 
-15 

Phe Gin Lys Leu Pro 
1 5 

Trp Tyr Leu Lys Ser 

20 



?rie Vdl Phe Ser Ser lie 
-10 

Pne Val Trp He Xaa Glu 
10 

Trp 



(2) INFORM^.TION FOR SEQ ID NO: 4 02: 

(i) SEQUENCE CHARA.CTERISTICS ; 

(A) LENGTH: 20 anino QCid3 
(3) TYPE; AMINO ACID 
(D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hone Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAI'IE/KEY: sig peptide 
(3) LOCATION: -I'iV.-l 

(C) IDENTIFICATION METHOD: Von Heijn- matrix 
[0} OTHER INFORMATION: score 4.8 

seq LSIFSLVLPVCRM/HR 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 4 02: 



Leu Pro V^I Cys 
-5 
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Arg Met His Arg 
I 



(21 INFORMATION FOR SEQ ID NO: 40 j: 

(i) SEOUKNCE CHARACTERISTICS: 

(A) LE:NGTH: 6 0 air.iriD acids 
(D) TYPE: A:<IN0 ACID 
(D) TOPOLOGY: LI WEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM; Hone Sapiens 

(F) TISSUE TYPE: Normal prosta.e 

[IX) FEATURE: 

(A) NAME/KEY: siq_peptide 

(B) LOCATION: -43. .-\ 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
(D} OTHER INFORMATION: score ^.6 

seq LLAFGTSCSVVLY/D? 

(Xl) SEQUENCE DESCRIPTION; SEQ ID NO: 4 03: 



Met Val Ala Pro Val Leu Glu Thr Ser His Val Phe Cys Cys Pro Asn 
-40 -35 -30 

Arg Val Arg Gly Val Leu Asn Trp Ser Ser Gly Pro Arg Gly Leu Leu 
-25 -20 -15 

Ala Ph£: Gly Thr Ser Cys Ser Val Val Leu Tyr A^o Pro Leu Gly Cys 
-10 -b \ 5 

Cys Tyr Gin Leu Glu Trp Ser His Arg Pro Fhe Arg 
10 15 



(2) INFORMATION FOR SEQ ID NO: A04 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 71 ammo acids 
(Bl TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(F; TISSUE TYPE: Hypertrophic prostate 

li;<( FEATURE: 



NAME /KEY: sig peptide 
LOCATION: -35 . . - i 

IDENTIFICATION METHOD: Von fi^ijne matrix 
OTHER INFORMATION: sccr^ 4.3 

seq I-SWLrTV/FGHXL3/DF 



wo 99/06550 



411 



PCTAB98/01232 



(xi) SEQCSNCE DESCRIPTION; SEC ID NO: 404: 



Met Pro IIg lie Asp Gin 1 A^n Pro Glu Leu His Asp Phe Met Gin 
-35 -30 " -25 

Ser Ala GIa Va L G:y Thr lie Fhe Ala Leu Ser Trp Leu lie Thr Trp 
-2 0 -15 -10 

Phe Gly His Xaa Leu Ser Asp Phe Arg His Val Val Arg Leu Tyr Asn 
-5 1 5 lb 

Phe Phe Leu Ala Cys His Prj Leu Met Pro lie Tyr Phe Ala Ala Val 
15 20 25 

He Val Leu Tyr Arg Glu Gin 
30 



(2) INFORKA.TION FOR S£Q I D NO : 4 05: 

(i) SEQUENCE CHARACl'L-AlSi'ICS: 

(A) LENGTH: 104 amino acids 

(B) TV?E: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAKE/KEY: s^g^peptide 

(B) LOCATION: -4 9..-1 

(C) IDENTIFICATION METHOD: Von Heijnc matrix 
;D) other INEOELMATION: score 4.7 

seq GLCVLVPCSXSXK/WR 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO; 405: 



Met Glu Thr Kaa Cys Pro Cys Cys Cys Cys Pro Cys Xaa Giy Xaa Gly 
-45 -40 -35 

Ser Leu Xaa Xaa Lys Pro Val Tyr Glu Leu Cln Val Gin Lys Ser Va : 
-30 -25 -20 

Thr Val Gin Glu Gly Leu Cys Val Leu Val Pro Cys Ser Xaa Ser Xaa 

-15 -10 -5 

Xaa 'L'rp Arg Ser Trp Tyr Ser Ser Pro Pro Leu Tyr Val Tyr Trp Phe 
1 5 10 ' 15 

Arg Asp Gly Glu He Pro Tyr Tyr Ala Glu Val Val Ala Thr Asn Asn 
20 25 30 

Pro Asp Arg Arg Xaa Lys Xai Xaa Xaa Xaa Xaa Pro He Pro Fro Pro 
35 40 45 
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'L'rp Gl y Cy3 ?ro Glu Giu Le'j 
50 55 



(2) INFORMATION FOR SEQ ID NO: 4 06; 

;i) SEQUENCE CHA.FiACTERISTi::S ; 

(A) LENGTH: 3 5 ammo a cads 

(B) TYPE: AMINO ACID 
(D] TOPOLOGY: LINEAR 

(li) MOLECaLE TYPE: PROTEIN 

(vx) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Fl TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

{A) NAME/KEY: sig_peptide 
(?) LOCATION: -17. .-1 

(C) IDENTIFICATION METHOD; Vctl Heijne natri:<: 

(D) OTHER INFORNIATION: score 4.7 

seq lYFFACFXXLTSS/SP 

SEQUENCE DESCRIPTION; SEQ ID NO: 4C5; 



Met Ser Pro Cys He Tyr Phe Phe Ala Cys Phe Xaa Xaa Leu Thr Ser 
-15 -10 -5 

Ser Ser Pro Pro His Pro Cys Pro Lys Cys Trp Fro Ser Ser Gly Ser 
15 10 15 

He Pro Leu 



(2) INFORMATION FOR SEQ ID NO: 4 07: 

(•i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 3 amino acids 

(B) TYPE: AT-IINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hone Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(5) LOCATION: -27..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 4.7 

seq VLKCLSFSXPSLP/GF 

(xi) SEQUENCE DESCRIPTION: SEQ ID liO ; 407: 
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Met Gly Arg Gly Glu Arg Arg His Tyr Trp u:y :-rj Ly^ Lea Val Leu 

-25 -20 ' -15 

Lys Cy3 Leu Ser ?he Sec Xaa ^ro Ser Leu Pro Gly Phe Leu Trp Ser 

-IiJ -5 i '5 



(2) IN FORMAT ION FOR SEQ ID NO: 4 08: 

[i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: RI ammo acids 

(B) TYPE: AMINO ACID 
;D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

[vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prosC^tie 

[i:<) FEATURE: 

(A| NAME/KEY: sig_peptide 

(B) LOCATION: -52. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORRATION: score 4.1 

sec LLAKALHLLKSSC/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 03: 



Met Ser Gin Asp Giy Gly Xaa Gly Glu Lea Lys His Met Val Met Ser 
-50 -45 -40 

Phe Arg Val Ser Glu Leu Gin Val Leu Leu Gly Phe Ala Giy Arg Asn 
-35 -30 -25 

Lys Ser Gly Arg Lys His Glu Leu Leu Ala Lys Ala Leu His Leu Leu 
-20 - -15 -10 -5 

Lys Ser Ser Cys Ala Pro Ser Val Gin Met Lys lie Lys Glu Lou Tyr 
1 5 10 

Arq Arq Arg Phe Pro Arg Lys Thr Leu Gly Pro Ser Asp Leu Ser Leu 
15 20 25 

Lys 



(2) INFORMATION FOR SEQ 1 0 NO ; 4 09: 

SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 85 amino acid; 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

^:OL?.CULE TYPE: PROTEIN 
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(VI 1 ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostar^ 

(ix) FEATURE: 

(A) NAf^.E/KEY: siq_peptide 

(B) LOCATION: -69..-1 

(C) IDENTIFICATION METHOD: Von Hei:ine matrix 
[C) OTHER INEORMa^TION: score -1.6 

SO.q LGPSLSSLPSALS/LM 

(Xi) SEQUENCE DESCRIPTION: SE^ Ii; NO: ^09: 



Me- His His Arg Met Asn Glu Met Asn Leu Sei Pro Val Giy Met Glu 
-55 -60 -55 

Gin Leu Thr Ser Ser Ser Val Ser Asn Ala leu Pro Val Ser Gly Sor 
-50 -45 -40 

Hi3 Leu Gly Leu Ala Ala Ser Pro Thr Hirs Ser Ala lie Pro Ala Pro 
-35 -30 -25 

Giy Leu Pro Val Ala lie Pro Asn Leu Gly Pro Ser Leu Ser Ser Leu 
-20 -15 -10 

Pro Ser Ala Leu Ser Leu Met Leu Pro Met Gly Xaa Gly Asp Arg Gly 
-5 15 10 

Val Met Cys Gly Leu 
15 



(2} INFORMATION FOR SEQ ID NO: 410: 

(1) SEQaENCE CHARACTERISTICS: 

(A) LENGTH: 22 ami.-o acids 

(B) TYPE: A^]INO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -19. .-1 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 

(D) OTHER INFORMJ\TI0N: score 4.6 

seq IWNLFSLFSTSTT/LP 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 4IC: 



M^r Leu Hi5 Ser Asp Asn lie Trn Asn Lsu Phe Ser Leu Phe Ser Th: 
-lb -10 -5 
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4 I J 

Ser Trir Th.r Leu Pro Arg 
L 



[NrOHKATION FOR SZQ ID NO; 411: 

(i) SEQUENCE CHAEIACTERISTICS : 

(A) LENGTH: 4 4 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) KOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Noma! prostate 

(ix) FEATURE: 

(A) NAME/KEY: siq_peptide 

(B) LOCATION: -24.. -1 

(C) IDENTIFICATION METHOD: Von Hexjne rr.atrix 

(D) OTHER INFORM.ATIOM: score h , 6 " 

seq FHSAAGWSGGGQA/CG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 4 11: 



Met Gin Pro Ala Ser Pro Pro Ala Arg Trp Ser Phe His Ser Ala Ala 

-20 -15 -10 

Gly Trp Ser Gly Gly Gly Gin Ala Cys Glv Gly His Ssr Cys Aso Gin 

-5 1 5 " 

Vai Leu Ala Val lie Glu Leu Leu Asn Pro Leu Arq 
10 15 20 



(2) INFORMATION FOR SEQ ID NO; 412: 

U) SEQUENCE CHARA.CTERISTICS : 

(A) LENGTH: 32 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

[F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION; -18..-! 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.5 

seq LLAGSISHMFSQA/L? 



{:<i) 



SEQUENCE DESCRIPTION: SEQ ID NO: ^12 
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MeL Cy---; The Ser Phe Lea Leu Ala Gly Se: 
-15 -10 



He Ser His Met. 



Gin P\l:-. LeL Pro Leu His Ser Pro Gly Leu Pro Thr Thr A:=n Al^ Tti: 
I =^ 13 " 



rORKATION FOR SEQ ID KO: 413: 

(i! SECUENCE CHARACTERISTICS: 

(A) LENGTH: 26 amino acids 
;E) TYPE; AMINO ACID 
;D) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

;^x) FEATURE: 

;A) name /KEY: 3ig_peptide 

(B) LOCATION: -21. .-1 

iO IDENTIFICATION METHOD: Voa Heijne maLri:< 
{0} OTHER INFORMATION: score 4.5 

seq SILFHCSVCLFLC/QY 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 413: 



Met Tyr Gly Phe He He Gly Leu Ser He Leu Phe His Cys Ser Val 
-20 -15 -10 

Cys Leu Pne Leu Cvs Gin Tyr His Ala Trp 
-5 1 5 



!2) IMFCRMATION FOR SEQ ID NO: 414: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 31 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig__peptide 

(B) LOCATION: -2 4..-1 

iC! IDENTIFICATION METHOD: Von Hcijne matrix 
(D) OTHER INFORMATION: score 4.5 

seq SLLGCXLA:nINT/FF 

SEC^ENCE DESCRIPTION: SEQ T D NO : 414: 
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Mot: Ser Fhe Giy Xaa lie Leu Thr Phe Arg Val Ser '^eu Lgl Glv Cvs 

-20 -IS -10 

Xaa Le-j Air I Le Asn He Asn Thr Phe Fro Ser Asn Asn Hi:s L,r-u 

1 5 



(2) :k?ORKATION for SEQ id MO: 415: 

(i) SEQ'JENCE CHAFLAlCTERISTICS: 

(A) LENGTH; 66 amino acids 
(b) TYLi-,; AMINO ACID 
{D} TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE: PROTEIN 

;vi) ORIGINAL SOURCE: 

;A) ORGANISM: Hono Sapiens 
(F) TISSUE TYPE: Prostate 

;i:-:) FEATURE: 

(A) NAME /KEY: sig_pe?tide 

(B) LOCATION: -22. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq LGRLCAG3SGVXG/AR 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 415: 



Met Ala Val Tyr Vai Gly Met Leu 
-20 -15 

Ser Ser Gly Val Xaa Gly Ala Arg 
-5 1 

Gl'j Ala Arg Leu Gin Gly Val Arg 
15 

Arg Met Val Ser Thr Pro He Gly 

30 

Thr Lys Lys His Leu Asn Ser Lys 
45 50 

Thr Ala Gin Arg Val Pro 

60 



Arg Leu Gly Arg Leu Cys Ala Gly 
-10 

Ala Xaa Leu Ser Arg Ser Trp Gin 

5 10 

Phe Leu Ser Ser Arg Gl'j Val Asd 
20 25 

Gly Leu Ser Tyr Val Glr. Gly Cv2 
35 4C 

Thr Val Giy Gin Cys Leu Giu T.ir 
55 



(2; INFORNLATION FOR SEQ I D NO : 416: 

d) SEQUENCE CHAPJ^CTERISTICS: 

{A] LENGTrl: 30 amino acids 
(Bl TYPE: .AMINO .ACID 
(D) TOPOLOGY: LINEAR 

ILL) MOLECULE TYPE: PROTEIM 



wo 99/06550 



418 



PCT/1B98/01232 



(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E:^) TISSUE TYPE: Hypertrophic prostate 

(ix; FEATURE: 

(A) N;i>ie:/keY: s±c_ueptide 
(3) LOCATION : -23 . . -I 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 
O) OTHER INEORK„ATI0N: score 4.4 

scq LVSIPFFWEVTNA/EL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 16: 



Met Phe Asn Thr lie Tyr Leu Val lie Ser Leu Val Ser Ue Phe Phe 
-20 -15 -10 



Phe Trp 3iu Val Thr Asn A^a Phe Leu Lys Ala Arg Arg Tro 
-5 I ^ 



(2} INFORMATION i-'OR SF.O I D NO : 417: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3'i amino acids 

(B) TYPE: At^.INO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Normal prostate 

(ix) FEATURE: 

(A) NAI'.'E/KEY: sig_peptide 

(B) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne mairix 

(D) OTHER INFORMATION: score 4.4 

seq SLPLTTGSSWSL3/SQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 417: 



^.et Ala Leu Pro Pro Lys Giy Cys Gly Ser Leu Pro Leu Thr Thr Gly 
-20 -15 -10 

er Ser Trp Ser Leu Ser Ser Gin He Gly Ser Pro Ala lie Ser Asn 
-5 1 5 10 

ro Arg 



(2) INFORMATION FOR SEQ ID NO: 415: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 amno acids 

(B) ^Y?F; AMINO AGIO 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapien.s 

(F) TISSUE TYPF. : Hypert rcpaic prostate 

(LX) FEATURE: 

(A) NAI^E/KEY: si<}_pept^de 
(B} LOCATION: -16 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 

seq FLSWA3FLAPLLR/SP 

[xi) SEQUENCE DESCRIPTION: SEQ I D NO : 418: 



Met Phe Val Phe Leu Ser Trp Ala 
-15 -10 



Ser Phe Leu Ala Pro Leu Leu Arg 
-5 



Ser Pro Phe Leu His Cvb Leu Ket Gly Met Pro Gly 
1 5 " 10 



C2) INFORMATION FOR SEQ I D NO : 4 19: 

ix) SEQUENCE CHAE^CTERISTICS : 

(A) LENGTH: 51 amino acids 

(B) TYPE: AiMIWO ACID 
(D) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE: PROTEIN 

(VL) ORIGINAL SOURCE: 

(Al ORGANISM: Uozno Sapiens 

(F; TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: -28., -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 

seq LLSC3PLXPLGK3/GF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 19: 



Met Xaa Met Lys Ser Ala Asn Lys 
-25 

Leu Ser Cys Ser Pro Leu Xaa Pro 

-IG ~b 

Cys Gin Arv7 Leu Gly Lys Arg Ala 
1. 10 



IlG Tnr Leu Leu Xaa His His Leu 

-20 -15 

Leu GLy Lys Ser Gly Phe Ser Ser 
1 

Leu V=il Phe Pro lie Xaa Lys Xaa 

15 20 



wo 99/06550 



420 



PCT/IB98/01232 



I N FOmM I ON FOR S £Q ID NO: 423: 



(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: 34 arr.ino acids 

(B) TYPE: AKINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECUIE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: -32.. -1 

(C) IDENTIFICATION METHOD: Von Heijnc matrix 

(D) OTHER INFORMATION: score 4,2 

seq SFLLLFIVIPQTP/RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: A2i): 



C'iet Cys Asn Tyr Asn lie Tyr Val Leu Tyr Asn lie Giy Tyr Leu Tyr 
-30 -25 -20 

His Pro Lys Ser Phe Leu Leu Leu Phe lie Val lie Pro Gin Thr Pro 
-15 -10 -5 

Arg Pro 
1 



(2) INFORMATION FOR SEQ ID NO: 421: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 100 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: Hone Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(8) LOCATION: -27.. -1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4.2 

seq PLLAAPLLRSLLP/RX 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 421: 



St Ala Val Ala Met Val Lys Leu Cys Glu Arg Ala Giy Leu Pro Leu 

-25 -20 -15 
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Leu Ala Ala Pro Leu Leu Ary Str Leu Leu Pro Arg Xaa Pro Gin Pro 
-10 -5 : 5 

Gly Pro Ala Gin Pro Arg Ser Va L Gin Gly Gir. Arg Cys Pro Ala Arg 

15 20 

His Pro Pro Giy Asn Leu Vai Cys Glu Ar:i Gly Ala Xaa Val Asn Glv 
2^' 30 35 

Vai Tar Ala Gly Ala Xaa Gly Xa3 Leu Arg Gly Lou His Arg Gly Xaa 
^3 <;5 50 

Arg Ala Leu Giy Cys Ser Ala His Arg Pro Xaa His Ser Ala Arg Val 

5 5 60 65 

Arg Pro Pro Ala 

70 



(2) INFORMATICK FOR SEQ ID MO: 422: 

(i) SEQUENCE CHAR,ACTERISTrCS: 

(A) LENGTH: 12 7 amino acids 

(B) TYPE: A>!INO ACID 
(D) TOPOLOGY: LINEAR 

(iil MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

Cix) FEATURE: 

(A) NA-ME/KEY: sig_peptide 
(3) LOCATION: -122. .-1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4.2 

seq DVLLGLLKDVLLA/RP 

{Ki: SEQUENCE DESCRIPTION: SEQ ID NO: 422 t 



Met Lsu Asn Val Vai 
-120 

Tyr Cys Leu Ser He 
-105 

Val His Ly3 Gin Thr 

-90 

Met Asp Val Asn lie 
-70 

Asp. Cys Cys Thr Asn 



Lou Gin Arg Glu Mot 
-40 



Arg Ala Leu Arg Xaa 
-115 

His Tyr Gin His Gly 
-100 

Val Val Gin Leu Ala 
-85 

Gly His Glu Val Gly 
-65 

Glu T-ir lie Leu Arg 
-50 

Met Ser Asr, Pro Pne 
-.15 



Pro Gin Trp Cys Ala Glu 
-110 

Giy Val He Cys Thr Gin 

-95 

Leu Arg Vai Ala Aso Glu 
-80 ' -75 

Tyr Val He Pro ?rie Glu 
-60 

Tyr Cys Thr Asp Asp Met 
-45 

Leu Giy Ser Tyr Gly Val 
-30 
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IlG lie Leu Asp Acp lie Hig l^Iu Arg Ser He Aia Thr Asp Val Leu 

-25 -2C -15 

Leu Gly Leu Lou Lys Asp Val heu Lea Ala Arg Pro Glu Leu Lys 

-10 -"^ 1 5 



(2; INFDRKATION FOR SEQ ID NO: 42 3: 

(i) SEQUENCE CHAPACTERISTICS: 

(A) LENGTH: 34 amino acids 
{3} TYPE: AMINO ACID 
O) TOPOLOGY: LINEAR 

(ii) MOLECULE-: TYP:-:: PROTEIN 

(vi) ORIGINAL SOURCE; 

(A) ORGANISED: Homo Sapiens 

(E) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAKE/KEY: 3iq peptide 

(B) LOCATION: -2/.. -1 

(C) TDENTIFICATICK METHOD: Von Hei^ne matrix 

(D) OTHER INEORMATION: score 4.2 

seq AGLCIGSTSYVHG/DI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 423: 



Met His Ala Gly Leu Glu Arg Xaa Ser Kaa Gla Lys Ala Leu Ala Gly 
-25 -20 -15 

Leu Cys lie Gly Ser Thr Ser Tyr Val His Gly Asp lie Leu Arg Thr 
-10 -5 1 5 

Glu Arg 



(2) INFORMATION EOR SEQ ID NO: 4 24: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 4 5 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI ) ORIGINAL SOURCE : 

(A) ORGANISM; Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix; FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -35.. -I 

(C) IDENTIFICATION METHOD: Von f[ei]ne -natrix 
;d; other information: score 4.2 

seq LLG3LSLWRWSAM/EP 
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Met Leu Asn Giy Pro Phe Gin His Arg Asn Ser Arg lie Met Thr Hic 
-35 ' -30 -25 -20 

Arg Ser Ala GIu Lys Thr Leu Leu Gly Ser Leu Ser Leu Trp Arg I'rp 
-15 -10 

Ser Ala Mot Glu Pro Thr Ajd Arg Cys Tnr Arg Vai Giy 

1 5 ' 10 



[2) INFORMATION FOR 3EQ ID NO: 4 25; 

(ij SEQUENCE CHAEIACTERISTICS: 

(A) LENGTH: 122 amine acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

(II) HOLEG'JLE TYPE: PR07EIN 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NA.^1E/KEY: sig_pepttde 
(3) LOCATION: -4 4 . . -1 

to IDENTIFICATION METHOD: Von Heijne ir.atrix 
(D) OTHER INFORMATION: score 4.1 

seq lAVGLTCQHVSHA/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 425: 



Met Arg Val Lys Asp Pro Thr Lys Ala Leu Pro Glu Lys Ala Lys Arg 
-40 -35 -30 

Ser Lys Arg Pro Thr Vai Pro His Asp Glu Asp Ser Ser Asp Asp lis 
-25 -20 -15 

Ala Val Gly Leu Thr Cys Gin His Vai Ser His Ala He Ser Val Asn 
-10 -5 1 

His Val Lys Arg Ala He Ala Glu Asn Leu Trp Ser Vai Cys Ser Glu 
5 10 15 20 

Cys Leu Lys Glu Arg Arg Phe Tyr Asp Gly Gin Leu Val Leu Thr Ser 
25 30 35 

Asp lie Trp Leu Cys Leu Lys Cys Gly Phe Gin Gly Cys Gly Lys Asn 
40 45 50 

Ser Glu Ser Gin His Ser Leu Lys His Phe Lys Ser Ser Arg Thr Giu 
55 60 65 

Pro His Cys He He He Asn Leu Ser Thr 

70 75 
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(2} INTORt'^MION FOR SEQ ID NO: 4 26: 

(i) skoue:kc--: characteristics; 

(A) LENGTH: 32 amino acids 
(3) TYPE: AMINO ACID 
{D) TOPOLOGY: LINEAR 

(ii; r^OLECULE TYPE; PROTEIN 

(VI } ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(TX) FEATURE: 

(A) NAME/KEY: 5ig_peptide 

(B) LOCATION: -28.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORmTION: score 4 

seq FSLLALSMLKGTG/KV 

(XI) SEQUENCE DESCRIPTION: SEQ ID KO : 425: 



Met Pro G:Ln Lys Gly Leu Gly Leu Leu Giy lie Leu Ser Gly Asp Phe 

-25 -20 -15 

Ser Leu Leu Ala Leu Ser Met Leu Lys Gly Thr Gly Lys Val Gly Gly 

-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 427: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 36 amino acids 
(3) TYPE; AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VL) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

iix] FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -55.. -1 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score 4 

seq AALCGISLSQLFP/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 427: 



Met Aia Met Trp Asn Arg Pro Xaa Xaa Xaa Leu Pro Gin Gin Pro Leu 
-55 -50 -45 -40 



Xaa Aia :.lu Pro Thr Ala GLu Gly Giu Pro His Leu Pro Thr Gly Arq 
-35 -33 -25 
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Xaa Xaa 'i'hr :i 1 Al.^ Asr. Arq the Ala Tyr Ala Ala Leu Cys Gly He 
-20 -15 -10 

Ser Leu Ser Gin Leu Fhe Pro Glu Pro Giu His Ser Ser ?he Cys Thr 
-5 1 5 

Glu Phe Met Ala Gly Leu V^l Xaa Trp Leu Glu Leu Ser Glu Ala Va :. 
10 15 20 25 

Leu Pro I'hr Hot Thr Ala 

33 



(2) INFORMATION FOR SEQ ID KO : 428: 

[i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 anino acids 

(E) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAT^E/KEY: 3ig_peptide 

(B) LOCATION: -19. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

seq LLLSPWTVPVW3/SS 

(xi) SEQUENCE DESCRIPTION: SEQ I D NO : 4 23: 



Met Leu Cys Pne Gly Asp Leu Leu Leu Ser Pro Trp Val Thr Val Pro 
-15 -10 * -5 

Val Trpr Ser Ser Ser Pro Trp 

i 



(2) INFORMATION FOR SEQ ID NO; 429: 

(U SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 48 amino acids 
(3) TYPE: Ai^INO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(VI] ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(F) TISSUE TYPE: Normal prostate 

iix) FEATURE: 

;A) NAME /KEY: si'j_peptide 
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i L/JCATION: -27 . . -1 

c: IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 4 

seq LIYFLGLAADTYF/RS 

.:>.!) SFQL'ENCF DESCRIPTION: SEQ ID NO: 42 9: 



Met Gin GIu Asr. A^a His Asn Leu Arg Leu Phe Lys Cys Leu Leu He 

-25 -20 -IS 

Tyr Pn.e Leu C.i ! y Leu Ala Ala Asp Thr Tyr Phe Arg Ser Lys Arg Lys 

-10 -5 1 ' 5 

Pre Vai Ser Phe Val Val Thr Vai Xaa Xaa Gly Kaa Tyr Ala Thr Gly 

10 15 20 



(2; TMFORMATION FOR SEQ I D NO : 4 30: 

(1) SEQUENCE CHAR.ACTERISTICS : 

(A) LENGTH: 63 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix; FEATURE; 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -59.. -1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
{D) OTHER INFORMATION: score 4 

seq SVATALFPPLCIS/TG 

(>:i; SEQUENCE DESCRIPTION: SEQ ID NO: 4 30: 



Met His Thr Cys Ser Leu Pro Cys Leu Leu Phe Ala Gin Leu Leu Giu 
-55 -50 -45 

Phe Cys Ser Pnc Pro Pro Asp Val Pro His Asn Cys Ala Pro He Vai 
-40 -35 -30 

Ser Val Arg Pro Pro Asn He Val Ala Ala Phe Glu Gly Cys Scr Val 
-25 -20 -15 

Aid Tr.r Ala Leu Phe Pro Pro Leu Cys He Ser Thr Gly Asn Glu 
-10 -5 1 



(2] :::F0RMAT:0N for seq id NO: 4 31: 

ii: SEQUENCE CHAPACTERISTICS: 

(A) LENGTH: 96 amino acids 
(3; TYPE: AMINO ACID 
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(D) TOPOLOGY: LINEAR 

(ill molecule: TYPE: ?RO?EIN 

[vi] ORIGIMAL SOURCE: 

(A) ORGAMISM: Homo Sapiens 

{F] TISSUE TYPE: Hypertrophic prostate 

(ix; FEATURE: 

(A) NAME/KEY: sig_pep-ide 
(3) LOCATION: -28.. -1 

(0} IDENTIFICATION METHOD: Von Heiine matri:-: 
[D] OTHER INFORMATION: score A 

seq PLLGVLFF2GVYI/VF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: -131; 



Met Gin Gin Arg Gly Ala Ala Giy Ser Arg Gly Cys Ala Le-,: Phe Pro 

-25 -20 -i^ 

Lrii Lea Gl.y Val Leu Phe Phe Gin Gly Vai Tyr lie Val Phe Ser Leu 

-IC -5 1 

Glu lie Arg Ala Asp Ala His Val Arg Gly Tyr Val Gly Glu Lys lie 

5 10 15 20 

Lys Leu Lys Cys Thr Phe Lys Ser Thr Ser Asp Val Thr Asp Lys Leu 

25 30 35 

Thr lie Asp Trp Thr Tyr Arg Pro Pro Ser Ser Ser His Thr Val Ser 

40 45 50 

He Xaa His Tyr Gin Ser Phe Gin Tyr Pro Thr Thr Ala Giy Thr Phe 

55 60 65 



(2) INFORMATION FOR SEQ I D NO : 4 32: 

(il SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 107 amino acids 

(B] TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

(il) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A] ORGANISM: Homo Sapiens 

{F] TISSUE TYPE: Cancerous prostate 

(i;<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -39.. -1 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(0} OTHER INFORMATION: score 3.9 

seq LILNRSLPTASSS/S3 



SEQUENCE DESCRIPTION: SEQ ID MO: 432: 
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Met Xaa Xaa Ser lie Phe lie Scr olu Ly^ Tvr Glv Leu Cvs Pro Set 
-35 -30 ' ' ' ~2S 

Lys Thr Pro lie Met Lys Ket Leu Pro Ser Leu lie Leu Asn Arq Ser 
-2C -15 -10 

Leu Pro Thr Ala Ser Ser Ser Sei Ser Arq Lys Asp Phe Arg Leu Pro 
-3 1 5 

Gla Thr Arg Arg Arg lie lie Met Vai Fro Arg Lys Glu Asp Gin Thr 
10 15 20 25 

Pro Leu Asn Pro Ala Ser Gin Pro Gin Ala Pro Pro Lys Pro lie Pro 
30 35 40 

Ser Xaa Lys Ser Leu Glu Aia Xaa Asp Xaa Xaa Xaa Ser Gin Arg Thr 
46 50 55 

Xaa Arg Pro Gly Leu Ser Arg Giy Arg Ser Cys 
60 65 



(2) INFOEIMATION FOR SZ'J lU NO: 4 33: 

(i) SEQUENCE CHAR^r^CTERISTICS : 

(A) LENGTH: 75 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(xx) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -20. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORJyiATION: score 3.9 

seq FFWVVLFSAGCKV/IT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 433: 



Met Ala Phe Asp Val Ser Cys Phe Phe Trp Val Val Leu Phe Ser Ala 
-20 -15 -10 -5 

Gly Cys Lys Val lie Thr Ser Trp Asp Gin Met Tyr lie Glu Lys Giu 
1 5 10 

Aia Asn Lys Thr Tyr Asn Cys Giu Asn Leu Giy Leu Ser Glu lie Pro 
15 20 25 

Asp Thr Leu Pro Asn Thr Thr Glu Phe Leu Glu Phe Ser Phe Asn Phe 
30 35 40 



Lsu Pro Thr He His Asn Arg Thr Ser Ser Arg 
45 50 55 
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{2) IKFORMATION FOR SEQ ID NO: 4 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE^:GTH: 1G5 amino acids 

(B) TYPE: AMIMO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal proatate 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCA.TION: -96.. -1 

[C} IDENTIFICATION METHOD: Von Hei:ine matrix 
(D) OTHER INFORNLATION: score 3.9 

seq IMNLTV^1LDTAXG/KX 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 4 34: 



Met Glu Val Ala Ala Asn Cys Ser Leu Arg Val Lys Arg Pro Leu Leu 
-95 -90 -85 

Asp Pro Arg Phe Glu Giy Tyr Lys Xaa Ser Leu Glu Pro Leu Pro Cys 
-30 -75 -70 -65 

Tyr Gin Leu Glu Leu Asp Ala Ala Val Ala Xaa Val Lys Leu Arg Asp 
-60 -55 -50 

A5D Gin Tyr Thr Leu Glu His Met Hxs Ala Phe Giy Met Tyr Asn Tyr 
-45 -4C -35 

Leu His Cys Asp Ser Trp Tyr Gin Asp Ser Val Tyr Tyr lie Asp Thr 

-30 -25 -20 

Leu Giy Arg lie Met Asn Leu Thr Val Met Leu Asp Thr Ala Xaa Giy 
-15 -10 -5 

Lys Xaa Arg Giu Val Phe Arg Leu Leu 

' 1 5 



(2) INFORKATION FOR SEQ ID NO: 435: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 95 air.ino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; PROTEIN 

(VI) 0R:GINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Nornal Drostate 
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(IX) rEATURii: 

( A } ri.AT-:!-. / KV. Y : sig _P-pt i cie 
(H) LCX:ATL()N : -3 9. . -1 

!C) IDFNTIFrCATICN METHOD: Voti Heijne matrix 
;D) 0THE= IN?ORMATION: score 3.9 

seq VLAIGLLHIVLLS/IP 

SEO'JENCE DESCRIPTION: SEQ ID NO: 4 35: 



Ket Asn Val Gly Thr Ala His Xaa Xa= Val Asn Pro Asn Thr Arg V^I 

-35 -30 -25 

Ket Asn 3er Arg Gly lie Trn Leu Ser Tyr Val Leu Ala lie Gly Leu 

-20 -15 -10 

Lej H.s He Val Leu Leu Ser He Pro Phe Val Scr Val Pro Val Val 
-5 1 5 

Trp Thr Leu Thr Aon Leu lie His Asr. Met Gly Met Tyr lie Phe Leu 

10 15 20 2 5 

His Thr Val Lys Gly Xaa Pro ?ne Glu Thr Pro Asp Gin Gly Lvs Ala 

30 35 40 



.Ary Leu Leu Xaa His Xaa Xaa Ala Asp Gly Leu Trp Gly Pro Val 
4 5 50 5 5 



(2) IMFORMATIOM FOR SEQ ID NO: 436: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 48 amino acids 

(B) TYPE: AMINO ACID 
;D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCF: 

(A) ORGANISM: Hona Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig^peptide 

(B) LOCATION: -23.. -1 

(C) IDENTiriCATICN METHOD: Von Heijne matrix 

(D) OTHER :N FORMAT ION: score 3.9 

seq SWWTLLSSSPSFM/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 36: 



y-ez GI.U Asn Phe Asn Met Tyr Lys Asn Lys Ser Trp Trp Thr Leu Leu 

-20 ' -15 " -in 

Scr S-3r Ser Pro Sor Phe Met He S-r Phe Va^ Ser Ser Val Leu Pro 

-5 1 5 

'/?!„ Leu Leu Thr lie Ger Arc Phe lie Leu Lys Gin Lie Pro Asp Gin 

1- 15 20 25 
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(2) INFORMATION S¥Q ID NO: 4J7: 

(i) gf.ql-.mce: CHARP.CTERISTICS : 

(A) LENGTH; 70 amino acids 
<3j TYPE; AMINO ACID 
iDl TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

[VI} ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Noimal prostate 

(IX) FEATURE: 

(A; NAME/KEY; siq_peptidG 
(B; LOCATION; -39. . -1 

(C; IDENTIFICATION I^ETHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 3.9 

seq VLAIGLLHIVLL3/IP 

(XI) SEQUP:NCE DESCRIPTION: SEQ ID NO: ^37: 



Met Asn Val Gly Thr Xaa His Ser Giu Val Asn Pro Asn Thr Arg Val 
-35 -30 -25 

Met Asn Ser Arg Gly lie Trp Leu Ser Tyr Val Leu Ala lie Glv Leu 
-20 -15 -10 

Leu His lie Val Leu Leu Ser lie Pro Phe Val Ser Val Pro Va^ Val 
-5 1 5 

Trp Thr Leu Thr Asn Leu lie His Asn Met Gly Met Tyr lie Phe Leu 
-0 15 20 25 

Tyr Thr Val Lys Gly Thr 
30 



(2) I^IFORMATION FOR SEQ I D NO : 4 38; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 9 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

[11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
["/ TISSUE TYPE: Prostate 

Ux) FEATURE: 

[A) NAME /KEY: sig_peptide 

[B) LOCATION: -14 . . -1 

;C) IDENTIFICATION METHOD: Von Heijne matri;-: 
;::) other INEORMATION: score 3.3 
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seq APASAVSVLLVAA/ER 
(xx) SEQUlKCE DESCRIPTION: SEQ ID KO: 438; 



Met Ala Ala A'^a Ser Aia Val 3 or Val Leu Leu Val Aid Ala Glu Arq 
-10 -5 1 

Asn Arg ?rp H:;t Arg Le i Vrc Ser Leu Leu Leu Fro Pro Arg Thr Trp 
b 10 15 

Val Trp Arg Gin Arg Thr Met Lys Tyr Thr Thr Ala Thr Gly Arg Asn 
23 25 30 

Met 
35 



(2) TNFORKATION FOR SZQ ID NO: 4 39: 

(i) SEQ'JENCH: CHAFACTERISTICS: 

(A) LENGTH: 95 amino acids 

(B) TYPE: AT^IMO ACID 
(D) TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NA^E/KEY: sig_peptide 
(3) LOCATION: -4 4..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3,8 

seq SGSGLSWARLSQS/RS 

(xi] SEQUENCE DESCRIPTION: SEQ ID NO: 439: 



Met Ala Tyr Ser Lys Ala Ser Gly Ser Pro Val Leu Ser Gin Ala Val 

-40 -35 -30 

Pro Gly Glu Asn Ala Ser His Arg Arg Gly Ser Ala Asp Leu Gly Ser 

-25 -20 -15 

Gly Ser Gly Leu Ser Trp Ala Arg Leu Ser Gin Ser Arg Ser Glu lie 

-10 -5 1 

His Ser Ala Gly Pre Pro His Leu Gly Gly Arg Thr Asn Gly Pro Glu 

5 10 15 20 

Phe Pro Ala Leu Ser Tyr Ser Ser Gin leu Leu Ser Leu Ala Gin Leu 

25 30 35 



Arq Gly Arg Gly lie Thr Glu Val Ser Glu Lys Ser Pro Leu He 
40 45 50 
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:NrOR:-;ATION' for SEQ id NO: 44 0: 

(i) SEQ-JENCh; CHARACTERISTICS: 

(A) Lt:N(:.rH: 95 ammo acids 
(H) TYi- F. : AMINO ACID 
(D) TO ro LOGY: LINEAR 

(ii) M0LE:C'JLE TYPE: PROTEIN 

(vi) ORIGIMAL SOURCE: 

;A) ORGANISM: Homo Sapiens 

;n} TISSUE TYPE: Normal prostate 

(i;<) FEATURE: 

;m) name /KEY: sig_pe?tide 

; rn location: -37 . . -i 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
OTHER INFORMATION: score 3.8 

seq RPVLLHLHQTAHA/DF 

;xi) SEQUENCE DESCRIPTION: SEQ ID NO: 440: 



Lys t'ro Arg Arc Asn 
-35 

Gly Glu Thr Ser Met 
-20 

Thr Ala His Ala Asp 
1 

Gin Glu Le;.i Phe Fro 
15 

He Ala Ser Leu Thr 
30 

Pro Leu Ala Thr Ser 
45 



Leu Glu Glu Asp Asd 
-30 

Leu Lys Arg Pro Val 
-15 

Glu Phe Asp Cys Pro 
5 

Gin Trp Hrs Leu Pro 
20 

Phe Leu Tyr Thr Leu 
35 

His Gin Gin Tyr Phe 

50 



Tyr Leu His Lys Asp 
-25 

Leu Lgu His Leu His 
-10 

Ser Glu Leu Gin His 
10 

He Lys He Ala Ala 

25 

Leu Arg Glu Val He 
40 

Tyr Lys He Gin 
55 



INFORMATIOM FOR SEQ I D NO : 441; 

(r) SEQUENCE CHARACTERISTICS: 

:A) LENGTH: 3 9 aruino acids 
(B) TYPE: AMINO ACID 
;C} TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(Vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAKE/K'EY: sig_peptiae 
(b; LOCATION: -19. . -1 

;C} ICE.MTIFICATION METHOD: Vor. Heijne matrix 
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;U) :r:H~/:\ information: score 3.7 

seq :pcahmlvc?tig/di 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 441: 



Met He He Cys Tyr Asp He Pro Cys Ala His Met Lou Val Cys Pre 
-15 -10 -5 

Thr He Gly Asp He Lys Phe Asp His Leu Met Lys Trp Tyr Pro Ser 
1 5 10 

Asp Phe Ser Tnr GI:i Arg Leu 
15 20 



(2) INFORMATION FOR SEQ ID NO: 4 42: 

(i) SEQUENCE CHARACTERISTICS: 

[A] LENGTH: 70 anino acids 

[B] TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION; -19.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq STLASVPPAATFG/AD 

(Mi) SEQUENCE DESCRIPTION: SEQ ID NO: 442: 



Met Tyr Ser Ser Glu Asp Ser Thr Leu Ala Ser Val Pro Pro Ala Ala 
-15 -10 -5 

Thr Phe Gly Ala Asp Asp Leu Val Leu Thr Leu Ser Asn Pro Gin Met 
1 5 10 

Ssr Leu Glu Gly Thr Glu Lys Ala Ser Trp Leu Gly Glu Gin Pro Gin 
15 20 25 

Phe Trp Ser Lys Thr Gin Val Leu Asp Trp He Ser Tyr Gin Val Glu 
30 35 40 45 

Lys Asn Lys Tyr Asp Ala 
50 



[2] INFORMATION FOR SE:Q I D NO : 443: 

(i) SEQUENCE CHARA.CTERISTICS : 

\A) LENGTH: 7 0 ammo acids 
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(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -65.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq QLEGLNWLRFSWA/QG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 443: 



Met Giy Glu Asp Pro Xaa Gin Pro Arg Lys Tyr Lys Lys Xaa Lys Xaa 
-65 -60 -55 -50 

Glu Leu Gin Giy Asp Xaa Pro Pro Ser Ser Pro Thr Asn Asp Pro Thr 
-45 -40 -35 

Val Lys Tyr Glu Thr Gin Pro Arg Phe lie Thr Ala T.^r Giy Giy Tnr 
-30 -25 -20 

Leu His Met Tyr Gin Leu Glu Giy Leu Asn Trp Leu Arg Phe Ser Trp 
-15 -10 -5 



Ala Gin Giy Thr Xaa Giy 
1 5 



(2) INFORMATION FOR SEQ ID NO: 444: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 75 amino acids 

(B) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -42. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq LLGCLQCCWLQSG/RA 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 444: 



Met Phe Tyr Val Ala Met Thr Lys Thr His Lys Arg lie Arg S^r Lsu 
-40 -35 -30 
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Cys Asn lie His His Gly Leu Phe Gin Phe Thr Gin Gin Leu Leu Giy 
-25 -20 -15 

Cys Leu Gin Cys Cys Trp Leu Gin Ser Gly Arg Ala Pro Ala Thr Tyr 
-10 -5 1 5 

Tyr Leu Val Giu Ser lie Giu Lys Ser Ala His Gly Scr Val Leu Xaa 
10 15 20 

Thr Tyr Asp Gin Thr Gin Thr Arg lie Gly Arg 
25 30 



(2) IN'FOFIMATION FOR SEQ ID NO: 44 5 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 52 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -60.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq XTCASXNPSQCLA/AF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 145: 



Met Val Ser Pro Lys Asp Leu Pro Leu Val Leu Leu Gin Asp lie Lys 
-60 -55 -50 -45 

Val Pre Ser Ser Met Thr Gly Ser His Ala Gly Asn Pro His He Giu 
-40 -35 -30 

Arg Asn Asp Leu Pro Arg His Gly Ser Pro Gin Phe Phe Thr Gly Xaa 
-25 -20 -15 

Thr Cys Ala Ser Xaa Asn Pro Ser Gin Cys Leu Ala Ala Phe 
-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 4 46: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 
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(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -15.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq FXSLFCLYFSCFL/HT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 446; 



Met Giu Phe Xaa Ser Leu Phe Cys Leu Tyr Phe Ser Cys Phe Leu His 
-15 -10 -5 1 

He He Tyr Phe Xaa Ser Cys Phe Leu Tyr 
5 10 



(2) INFORX-IATION FOR SEQ ID NO: 4 47: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

CA) NAME/KEY: sig_peptide 

(B) LOCATION: -45.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER IMFORMATION: score 3.6 

seq ALLELIDSPECLS/KC 

(XI} SEQUENCE DESCRIPTION: SEQ ID NO: 4 47: 



Met Ala Leu His Phe Gin Ser Leu Ala Glu Leu Glu Xaa Leu Cys Thr 
-45 -40 -35 ^30 

His Leu Tyr He Gly Thr Asp Leu Thr Gin Arg He Glu Ala Glu Lys 
-25 -20 -15 

Ala Leu Leu Glu Leu He Asp Ser Pro Glu Cys Leu Ser Lys Cys Gin 
-10 -5 1 

Leu Leu Leu Giu Gin Gly Thr Thr Ser Tyr Ala Gin Leu Leu Ala Ala 
5 10 15 

Thr Xaa 
20 
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(2) INFURMATION FOR SEQ ID NO: 44 8: 

(i) SEQUENCE CHAE^CTERISTICS: 

(A) LENGTH: 4 0 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOaRCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: -27.. -I 

(C) IDENTIFICATION METHOD: Voa Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq LTLLLITPSPSPL/LF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 443: 



Met Arg Thr Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr 

-25 -20 -15 

Leu Leu Leu He Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg GIv 

-10 -5 1 5 



Leu Ser Leu Arg Ser Ala Met Ser 
10 



(2) INFORW.ATION FOR SEQ ID NO: 4 4 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 44 amino acids 

(B) TYPE: AMINO ACID 
(O) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vil ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -n..-l 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(Dl OTHER INFORMATION: score 3.6 

seq AVSSLIAVGTSHG/LA 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 449: 



Met Arg His Ser Lei: Leu I.ys Gly He Ser Ala Gin He Val Ser Ala 
-40 -35 -30 
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Ala Asp Lys Val Asp Aia Gly Leu Pro Thr Ala lie Ala Val Ser Ser 
-25 -20 -15 -10 

Leu lie Ala Val Gly Thr Ser His Gly Leu Ala Gly 
- -5 1 



(2) INFOEIMATION FOR SEQ ID NO: 450: 

(i) SEQUENCE CHAEIACTERISTICS : 

(A) LENGTH: 23 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{B) LOCATION: -15.. -1 

{O IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION; score 3.5 

seq LSCFIFFYISSLC/CF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 450: 



Met Thr Leu Ser Cys Phe lie Phe Phe Tyr He Ser Ser Leu Cys Cys 
-15 -10 -5 1 

Phe Leu Ser Tyr Pro Thr Arg 

5 



(2) INFORMATION FOR SEQ ID NO: 451: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4? amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Normal proscate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -15.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq LCFLLPHHRLQEA/RQ 

;xi) SEQUENCE DESCRIPTION: SEQ ID NO: 451: 
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Met lie Leu Cys Phe Leu Leu Pro His His Arg Leu Gin Glu Ala Arg 
-15 -10 -5 1 

Gin He Gin Val Leu Lys Met Leu Pro Arg Glu Lys Leu Arg Arg Arg 
5 10 15 

Arg Arg Glu Lys Thr Asn Lys Trp Glu Lys Arg Lys Gly Ser Giy 
20 25 30 



(2) INFOE^ATION FOR SEQ ID NO: 452: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{B) LOCATION: -14..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq FSLFALNMPLGFC/VY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 452: 



Met ?hs Ser Leu Phe Ala Leu Asn Met Pro Leu Gly Phe Cys Val Tyr 
-10 -5 1 



Val lis Phe Lys He His Asp Trp 
5 ' 10 



(2) INFORR^TION FOR SEQ ID NO: 4 53: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 47 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -31..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 
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seq SVWGVLPPPACSA/DL 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 453: 

Met Ala Ser Ser Pro Gly Val Ala Met His Ser Leu Trp Ala Thr lie 
-30 -25 -20 

His Thr Ser Val Trp Gly Vai Leu Pro Pro Pro Ala Cys Ser Ala Asp 
-15 -10 -5 1 

Leu Leu Phe Ser Asn Ala Cys Leu Leu Pro His Giu He His Leu 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 4 54: 

{i) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 86 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -45, .-1 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.5 

seq LPRLLSLSQHSES/WI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 54: 



Met Ser Gin Glu Gly Ala Val Pro Ala Ser Ala Vai Pro Leu Glu Glu 
-45 -40 -35 -30 

Leu Ser Ser Trp Pro Glu Glu Leu Cys Arg Arg Glu Leu Pro Ser Val 
-25 -20 -15 

Leu Pro Arg Leu Leu Ser Leu Ser Gin His Ser Glu Ser Trp He Glu 
-10 -5 1 

His He Gin He Leu Lys He He Val Glu Met Phe Leu Pro His Met 
5 10 15 

Asn His Leu Thr Leu Glu Gin Thr Phe Phe Ser Gin Val Leu "^-o Lys 
20 25 30 35 

Thr Val Lys Leu Phs Asp 
40 



[?-) INTORMATIOM FOR SEQ ID NO; 4 55: 
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(i| SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 39 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -36. . -1 

<C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.5 

seq A.i^VVFAVVLSIHA/TV 

(Xit SEQUENCE DESCRIPTION: SEQ ID NO: 455: 



Met Thr Arg Glu Cys Pro Ser Pro Ala Pro Gly Pro Gly Ala Pro Leu 
-35 -30 -25 

Ser Gly Ser Val Leu Ala Glu Ala Ala Val Val Phe Ala Val Val Leu 
-20 -15 -10 -5 

Ser lie His Ala Thr Vai Trp 
1 



(2) INFORNL^ITION FOR SEQ ID NO: 4 56: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 8 5 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

fF) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 
(3) LOCATION: -18. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 14.8 

seq LLWWALLLGLAQA/CP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 456: 



Me, Gin Glu Leu His Leu Leu Trp Trp Ala Leu Leu Leu Gly Leu Ala 
-15 -10 -5 



Gin Ala Cys Pro Glu Pro Cys Asp Cvs Gly Glu Lys Tyr Gly Pr.e Gin 
1 5 10 
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lie Aia Asp Cys Ala Tyr Arg Asp Leu Giu Ser Val Pro Pro Giy Phe 
15 20 25 30 

Pro Aia Asn Val Thr Thr Leu Ser Leu Ser Ala Asn Arg Leu Pro Gly 
•35 40 45 

Leu Pro Glu Gly Aia Phe Arg Glu Val Pro Leu Leu Gin Ser Leu Trp 
50 55 60 

Leu Aia His Asn Giu 
65 



C2) INFORMATION FOR SEQ ID NO: 457: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE; 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -18,. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 13.6 

seq LLLLALCATGAQG/LY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 457: 



M.et Giy Arg Gin Ala Leu Leu Leu Leu Ala Leu Cys Ala Thr Gly Ala 
-15 -10 -5 

Gin Gly Leu Tyr Phe Hxs lie Gly Giu Thr Glu Lys Arg Cys Phe lie 
I 5 10 

Glu Glu He Pro Asp Glu Thr Met Vai lie Gly Asn Tyr Arg Thr Gin 
15 20 25 30 

Met Trp Asp Lys Gin Lys Glu Val Phe Leu Pro Ser Thr Pro Gly Leu 
35 40 45 

Gly Met His Val Glu Vai Lys Asp Pro Asp Gly Lys Val Val Leu Ser 
50 55 60 

Arg Gin Tyr Gly Ser Glu Giy Arg Phe Thr Phe Thr Ser His Xaa Xaa 
65 70 75 

Gly Asp His Gin He Cys Leu His Cys Gly 
80 85 



(2; INFORl^IATION FOR SEQ ID NO; 4 5E 
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(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 12.7 

seq ILFLLSWSGPLQG/QQ 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 458: 



Met Gly Pro Ser Thr Pro Leu Leu lie Leu Phe Lea Leu Ser Trp Ser 
-20 -15 -10 

Gly Pro Leu Gin Gly Gin Gin His His Leu Vai Glu Tyr Met Glu Arq 
-5 1 5 10 

Arg Leu Ala Ala Leu Glu Glu Arg 
15 



(2) INFORP4ATION FOR SEQ ID NO: 459: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 78 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix} FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -27 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 8.8 

seq LLLLCPLSRGCCP/LL 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 459: 



Met Ser Cys Arg Glu Leu Thr His Arg Pro Cys Ser Pro His Leu Leu 

-25 -20 -15 

Leu Leu Cys r-ro Leu Ser Arg Gly Cyo Cys Pro Leu Leu Le.\i Ser Xaa 

-10 -5 1 S 
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Pro Lou Xaa Gly Vai Asn Leu Giu Ser lie Leu Ser Leu Thr Leu Pro 
10 15 20 

Pro Ser Fro Ser Ser Val Gly Leu Ser Pro Ser Val Tht Xaa Leu Thr 
25 30 35 

Thi Ser Pro Val Ser Leu His Phe Ala Ser Xaa Leu Ala Gly 
40 45 50 



(2) INFORMATION FOR SEQ ID NO: 460: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 121 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

{A) NAME/KEY: sig_peptide 

(B) LOCATION: -22.. -I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.5 

seq AALLLGLMMWTG/DE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 460: 



Met Gly Trp Thr Met Arg Leu Vai Thr Aia Ala Leu Leu Leu Giy Leu 
-20 -15 -10 

Met Met Val Val Thr Gly Asp Giu Asp Giu Asn Ser Pro Cys Ala His 
-5 1 5 10 

Giu Ala Leu Leu Asp Giu Asp Thr Leu Phe Cys Gin Gly Leu Giu Val 
IS 20 25 

Phe Tyr Pro Giu Leu Gly Asn lie Gly Cys Lys Val Val Pro Asp Cys 
30 35 40 

Xaa Asn Tyr Arg Gin Lys lie Thr Ser Trp Met Giu Pro lie Val Lys 
45 50 55 

Phe Pro Giy Ala Val Asp Gly Ala Thr Tyr lie Leu Val Met Val Asp 

60 65 70 

Pro Asp Ala Pro Ser Arg Aia Giu Pro Arg Gin Arg Phe Trp Arg His 

80 85 90 

Trp Leu Vai Thr Asp lie Lys Gly Ala 

95 
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(2) INFORMATION FOR SEQ ID NO: 461: 

(i) SEQUENCE CHARACTERISTICS: 

(Ai LENGTH: 33 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOaRCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -24 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.3 

seq VHLLSLCSGKVYA/RM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 61: 



Met Lys Phe Leu lie Phe Aia Phe Phe Giy Gly Val Hxs Leu Leu Ser 

-20 -15 -10 

Leu Cys Ser Gly Lys Val Tyr Ala Arg Met Ala Ser Leu Arg Giy Leu 
-5 1 5 



Gly 



(2) INFORMATION FOR SEQ ID NO: 4 62: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 
(5) TYPE: AMINO ACID 
fD] TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 

(r) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE; 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -2 9..-1 

CO IDENTIFICATION METHOD: Von Hei^ne matrix 
(D) OTHER INFORMATION: score 7.1 

seq LIFLCGAALLAVG/IW 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 62; 



Met Gin Cys Phe Ser Phe lie Lys Thr Met Met lie Leu Phe Asn Leu 
-25 -20 -15 



Leu He Phe Leu Cys Gly Ala Ala Leu Leu Ala Val Giy lie Trp Val 
-10 -5 1 
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Ser lie Asp Giy Ala Ser Phe Leu Lys He Phe Gly Pro Leu Ser Ser 
^ 10 15 

Ser Ala Met Gin Phe Val Asn Val Gly Tyr Phe Leu He Ala Ala Glv 
20 25 30 35 

Val Val Val Phe Ala Leu Gly Phe Leu Gly Cys Tyr Gly Ala Lys Thr 
40 45 50 

Glu Ser Lys Cys Ala Leu Val Thr Phe 
55 60 



(2) INFORRATION FOR SEQ ID NO; 4 63: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 amino acids 

(B) TYPE: AMINO ACID 
{D} TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A} NAME/KEY: sig^peptide 

(B) LOCATION: -28.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 6.6 

seq IVSLLGFVATVTL/IP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: ^63: 



E-'ot Trp Ala Phe Ser Glu Leu Pro Met Pro Leu Leu He Asn Leu 11- 
-25 -20 -15 

Val Ger Leu Leu Gly Phe Val Ala Thr Val Thr Leu He Pro Ala Ph- 
-10 -5 1 

Arg Gly His Phe He Ala Ala Arg Leu Cys Gly Gin Asp Leu Asn Lvs 
^ 10 15 20 

Thr Ser Gin 



(2) INFORMATION FOR SEQ ID NO; 4 64: 

(i) SEQUENCE CHARACTERISTICS: 

:A) LENGTH: 85 amino acids 
IB) TYPE: AMINO ACID 
■:D1 TOPOLOGY: LINEAR 

Ui) :^Oi:£CULE TYPE: PROTEIN 

{VI} ORIGINAL SOURCE: 
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(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE; 

(A) NAME/KEY: sig_pepcide 

(B) LOCATION: -19..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq VLMRLVASAYSIA/QK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 464: 



Met Ala Ser Ser Asn Thr Val Leu Met Arg Leu Val Ala Ser Ala Tyr 
-15 -10 _5 

Ser He Ala Gin Lys Ala Gly Met He Val Arg Arg Val He Ala Glu 
1 5 10 

Gly A5P Leu Gly He Val Glu Xaa Thr Cys Ala Thr Asp Leu Gla Thr 
15 20 25 

Lys Ala Asp Arg Leu Ala Gin Met Xaa He Cys Ser Ser Leu Ala A-g 
30 35 40 '45 

Lys Phe Pro Lys Leu Thr He He Gly Glu Glu Asp Leu Pro Ser Xaa 
50 55 60 

Glu Val Asp Gin Glu 
65 



(2) INFORMATION FOR SEQ ID NO: 4 65: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 71 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(8} LOCATION: -24.. -1 

(C) IDENTIFICATION METHOD; Von Heijne matrix 
(Dl OTHER INFORMATION: score 5.9 

seq VHLLSLCSGKAIC/KN 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 465: 



Hez Lys Phe Leu He Phe Ala Phe Phe Gly Gly Val His Leu Leu S-i 

-20 -15 -10 

L-u Cys Ser Gly Lys Ala He Cys Lys Asn Gly He Ser Lys Arg Th: 

-5 1 5 
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Phe Giu Glu lie Lys Glu Glu lie Ala Ser Cys Gly Asp Vai Ala Lys 

10 15 20 

Ala lie lie Asn Leu Ala Val Tyr Gly Lys Ala Gin Asn Arq Ser Tyr 
25 30 35 40 

Xaa Arg Leu Ala Leu Leu Val 
45 



(2) INFORMATION FOR SEQ ID NO: 4 66: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 118 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{F) TISSUE TYPE: Normal prostate 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 
O) LOCATION: -51.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq ALXVLPLLGLHEA/AS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 66: 



Met Ala Asp Thr Thr Pro Asn Gly Pro Gin Giy Ala Gly Ala Val Gin 
-50 -45 -40 

Phe Met Met Thr Asn Lys Leu Asp Thr Ala Met Trp Leu Ser Arg Leu 
-35 -30 -25 -20 

Phe Thr Val Tyr Cys Ser Ala Leu Xaa Val Leu Pro Leu Leu Gly Leu 
-15 -10 -5 

His Glu Ala Ala Ser Phe Tyr Gin Arg Ala Leu Leu Ala Asn Ala Leu 
1 5 10 

Thr Ser Ala Lsu Arg Leu His Gin Arg Leu Pro His Phe Gin Leu Ser 
15 20 25 

Arg Aid Phe Leu Ala Gin Ala Leu Leu Giu Asp Ser Cys His Tyi Leu 
30 35 40 45 

Leu Tyr Ser Leu lie Phe Vai Asn Ser Tyr Pro Val Thr Met Ser lie 
50 55 60 

Phe Pro Vai Leu Leu Phe 
65 
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(2) INFORMATION FOR SEQ ID NO: 4 67: 

[i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

{ix) FEATURE: 

(A) NAME/KEY: sig_pepticle 

(B) LOCATION: -2 4..-1 

(CI IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.5 

seq XVLVLSVVXXAMA/AF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 467: 



Met Arg Phe Arg His Phe Xaa Lys Xaa lie Giy Xaa Val Leu Val Leu 
-20 -15 -10 

Ser Val Val Xaa Xaa Ala Met Ala Ala Phe Ala Val Xaa Pro Gin Gly 
-5 1 5 

Pro Ala Leu Xaa Ser Glu Pro Xaa Xaa Xaa Giy Ser Pro Thr Ser Pro 
10 15 20 

Lys Pro Gly Val Asn Ala Gin Phe Leu Pro Gly Phe Leu Met Gly Xaa 
25 30 35 40 

Leu Pro Ala Pro Val Thr Pro Gin Pro 
45 



(2) INFORM.A.TION FOR SEQ ID NO: 4 68: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 161 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

FEATURE: 
(A) NAME/KEY: sig_peptide 
(3) LOCATION: -40 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq LCVEFASVASCDA/AV 

SEQUENCE DESCRIPTION: SEQ ID NO; 468: 
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Met Glu Leu Giy Ser Cys Leu GIu Gly Gly Arg Glu Ala Ala Glu Glu 
-40 -35 -30 -25 

Glu Gly Glu Pro Glu Val Lys Lys Arg Arg Leu Leu Cys Val Glu Phe 
-20 -15 -10 

Ala Ser Val Ala Ser Cys Asp Ala Ala Val Ala Gin Cys Phe Leu Ala 
-5 1 5 

Glu A^n Asp Trp Glu Met GLu Arg Ala Leu Asn Ser Tyr Phe Glu Pro 
10 15 20 

Pro Val Glu Glu Ser Ala Leu Glu Arg Arg Pro Glu Thr He Ser Glu 
25 30 35 40 

Pro Lys Thr Tyr Val Asp Leu Thr Asn Glu Glu Thr Thr Asp Ser Thr 
45 50 55 

Thr Ser Ly.s lie Ser Pro Ser Glu Asp Thr Gin Gin Glu Asn Gly Ser 
60 65 70 

Met Phe Ser Leu He Thr Trp Asn lie Asp Gly Leu Asp Leu Asa Asn 
"75 80 85 

Leu Ser Giu Arg Ala Arg Gly Val Cys Ser Tyr Leu Ala Leu Tyr Ser 
90 95 100 

Pro Asp Val He Phe Leu Gin Glu Val He Pro Pro Tyr Tyr Ser Tyr 
105 110 115 120 

Leu 



(2) IMTORM^^.TION FOR SEQ ID NO: 4 69: 

[1] SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 144 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(T) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(31 LOCATION: -122.. -1 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq RLVW3VSPQSRA/SL 

SEQUENCE DESCRIPTION: SEQ ID NO: 469: 



Me- Ala Ser Pro Phe Ser Gly Ala Leu Gin Leu Thr Asp Leu Aso Aso 
-120 -115 -110 
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Fhe lie Giy Pro 
-lOS 

Arg Ala Gly Ser 
-90 

Tyr Phe Gin He 



Lys Val Ser Leu 
-55 

Ala Giu Thr Val 
-40 

Val Leu Asp Ala 
-25 

Val Val Ser Val 
-10 

Gin Leu Xaa Pro 
10 



Ser Gin Giu Cys 
-100 

Oly Val Ala Lys 
-85 

Asn Gin Asp Gly 
-70 

Asn Tyr Cys Xaa 



Leu He Thr Gin 
-35 

Asn Lys Met Ala 
-20 

Ser Pro Gin Ser 
-5 

Thr Asp Thr Ala 



He Lys Pro Val 
-95 

He Arg He Giu 
-80 

Xaa Thr Arg Arg 
-65 

Ala Cys Ser Gly 
-50 

Gin Ser His Giu 



Ala Pro Ser Gin 
-15 

Arg Ala Ser Leu 
1 

Arg Lys Leu Thr 
15 



Lys Val Giu Lys 



Asp Asp Gly Ser 
-75 

Leu Giu Lys Ala 
-60 

Cys He Thr Ser 
-45 

Giu Leu Lys Lys 
-30 

Gin Aug Leu Vai 



Ala Ala Arg Phe 
5 

Ser Phe Phe Lys 
20 



(2) INFORMATION FOR SEQ ID NO: 4 70: 

[i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 84 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

;ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

tA) ORGANISM: Homo Sapiens 
{F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -44.. -1 

(C) IDENTIFICATION METHOD: Von Heijns matrix 

(D) OTHER INFORMATION: score 4.8 

seq SLVAELLLGAGSG/SH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 470: 



Met Giy Pro Val Pro Thr Ala Val Ala Giy Ala Gly Ser Arg Leu Vai 

-40 -35 -30 

Lys Pro Ser Gin Thr Leu Ser Leu Thr Cys Ala Vai Ser Gly Giy Ser 

-25 -20 -15 

Leu Val Ala Giu Leu Leu Leu Giy Ala Gly Ser Giy Ser His Leu Giy 

-10 -5 1 



Arg Ala Trp Ser Gly Leu Giy Ser Ser He He Giu Ala He Val Gly 
- ' 10 15 20 
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Val Leu Leu Thr lie Arg Pro Ser Arg Leu Glu Pro Pto Tyr His Trp 
25 30 35 

Thr Ser Pro Ala 
40 



{2} INFOR[ylATI0N FOR SEQ ID NO; 471: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 88 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

{XX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -23.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D) OTHER INFORMATION: score 4.4 

seq QFILLGTTSVVTA/AL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 471: 



Met Glu Ser Gly Gly Arg Pro Ser Leu Cys Gin Phe lie Leu Leu Gly 
-20 -15 -10 

Thr Thr Ser Val Val Thr Ala Ala Leu Tyr Ser Val Tyr Arg Gin Lys 
-5 1 5 ^ 

Aia Arg Val Ser Gin Glu Leu Lys Gly Ala Lys Lys Val His Leu Gly 
10 15 20 25 

Glu Asp- Leu Lys Ser lie Leu Ser Glu Xaa Pro Gly Lys Cys Val Pro 
30 35 40 

Tyr Ala Val lie Glu Gly Ala Val Arg Ser Val Lys Glu Thr Leu Asn 
45 50 55 

Ser Gin Phe Val Glu Asn Cys Lys 
60 65 



(2) INFORMATION FOR SEQ ID NO: 4 72: 

(i) SEQUENCE CH.ARACTERIST ICS : 

(A) LENGTH: 21 a.Tiino acids 
(3) TYPE; AMINO ACID 
(D) TOPOLOGY; LINEAR 



(li) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(D) LOCATION: -19 . . -1 

(C) IDENTIFICATIOfJ METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq lYIICFXLPPLFS/EN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 472: 



Met Gin Val Cys Arg Cys lie Tyr He He Cys Phe Xaa Lea Pro Pro 
-15 -10 -5 

Leu Phe Ser Phe Asn 
1 



(2) INF0R^4ATI0N FOR SEQ ID NO: 473: 

(1) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 50 amino acids 
{R) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ir) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{F} TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: -15., -1 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.1 

seq QRLLLRFLASVIS/RK 

[xi) SEQUENCE DESCRIPTION: SEQ ID NO: 473: 



Met Ala Gin Arg Leu Leu Leu Arg Phe Leu Ala Ser Val He Ser Arg 
-13 -10 -5 1 

Lys Pro Ser Gin Gly Gin Trp Ala Thr Pro His Phe Gin Ser Pro Ala 
5 10 15 

Asp Pro Thr Met Gin Ser Trp Trp Pro Asp Cys Asn Thr Gin Pro Ser 
20 25 30 

Pro Asp 
3 5 



(2: INFORMATION FOR SEQ ID NO: 4 7 ^] : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptid9 

(B) LOCATION: -4 0. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3,9 

seq FLWLITRPOPVLP/LL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 474: 



Met Leu Phe lie Phe Asn Phe Leu Phe Ser Pro Leu Pro Thr Pro Ala 
-40 -35 -30 -25 

Leu lie Cvs He Leu Thr Phe Giy Ala Ala He Phe Leu Trp Leu He 
-20 -15 -10 

Thr Arg Pro Gin Pro Val Leu Pro Leu Leu Asp Leu Asn Xaa 
-5 15 



(2) INFORMATION FOR SEQ ID NO; 475: 

{i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 4 9 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(iil MOLECULE TYPE: PROTEIN 

{vi] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

{IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -45-,-l 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq SHMLQLLPSKALC/LF 

(Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 475: 



Met Tyr Pro Ly.s Trp Glu Ala Pro Val Thr Phe Cys GLn Leu Lys Arn 

--IS -40 -35 

31- Lys Asp Pro Pro His Pro Ala His Ser Pro Phe Leu Gin Pro A: ; 

-30 ' -25 -20 -1' 
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Phe Ser His ^!et Leu Gin Leu Leu Pro Ser Lys Ala Leu Cys Leu Phe 
-10 -5 1 

Phe 



(2) INFORMATION FOR SEQ ID NO: 476: 

(I) SEQUENCE CHARACTERISTICS: 

(Al LENGTH: 60 amino acids 
(S) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(II) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<F} TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 3,7 

seq LAERLGLFEELWA/AQ 

<xi} SEQUENCE DESCRIPTION: SEQ ID NO: 476: 



Met Ala Leu Tyr Gin Arg Trp Arg Cys Leu Arg Leu Gin Gly Leu Gin 

-40 -35 -30 

Ala Cys Arg Leu His Thr Ala Val Val Ser Thr Pro Pro Arg Trp Lea 

-25 -20 -15 

Ala Giu Arg Leu Gly Leu Phe Giu Glu Leu Trp Ala Ala Gin Val Lys 

-10 -5 1 

Arg Leu Ala Ser Met Ala Gin Lvs Glu Pro Gin Thr 

5 10 ' 15 



(2) INFORMATION FOR SEQ ID NO: 477: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 61 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F: TISSUE TYPE: Morraal prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
{3;. LOCATION: -23/. -1 

.T; IDENTIFICATION METHOD: Von Heijne rr.atri:-; 
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(D) OTHER INFORMATION: score 13.8 

seq XGLLLFLLPGSLG/AE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: All: 



Met Giy Vai Pro Arg Pro Gin Pro Trp Aia Xaa Gly Leu Leu Leu Phe 
-20 -15 -10 

Leu Leu Pro Gly Ser Leu Giy Aia Glu Ser His Leu Ser Leu Leu Tyr 
-5 15 

His Leu Thr Ala Vai Ser Ser Pro Aia Pro Gly Thr Pro Ala Phe Trp 
10 15 20 25 

Vai Ser Giy Trp Leu Gly Pro Gin Gla Tyr Pro Ser Xaa 
30 35 



(2) INFORMATION FOR SEQ ID NO: 478: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 109 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(9) LOCATION: -45. .-1 

(C) TDENTIFIC.^^TION METHOD: Von Heijne matri:< 

(D) OTHER INFORMATION: score 13.4 

seq LVLALXLVSAALS/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 478: 



Met Aia Ala Ala Vai Pro Lys Arg Met Arg Gly Pro Aia Gin Aia Lys 

-45 -40 -35 -30 

Leu Leu Pro Gly Ser Ala lie Gin Ala Leu Vai Gly Leu Ala Arg Pro 

-25 -20 -15 

Leu Vai Leu Ala Leu Xaa Leu Vai Ser Ala Ala Leu Ser Ser Vai Vai 

-10 -5 1 

Ser Arg Thr .A.sp Scr Pro Ser Pro Thr Vai Leu Asn Ser His lie Ser 

5 10 IB 

Thr Pro Asn Vai Asn Ala Leu Thr His Glu Asn Gin Thr Lys Pro Ser 

20 25 30 ' 35 

lie Ser Gin lie Ser Ttir Thi Leu Pro Pro Xaa Xaa Ser Thr Lys X-hc. 

40 45 53 



wo 99/06550 



458 



PCT/1B98/01232 



Ser Gly Gly Ala Xaa Val Val Pro His Pro Ser Pro Gly 

55 60 



(2) INFORMATION FOR SEQ ID NO; 479: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii! MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: 3ig_peptide 

(B) LOCATION: -29.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 13 

seq LLLVLLLVTRXRS/MP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 479: 



Met Trp Leu Trp Glu Asp Gin Gly Gly Leu Leu Gly Pro Phe Ser Phe 
-25 -20 -15 

Leu Leu Leu Val Leu Leu Leu Val Thr Arg Xaa Arq Ser Met Pro Ala 
-10 -5 1 

Ser Ser Pro Ala Ala Ser Ser Phe Tyr Cys Ala Ser Ser Ala Xaa Ser 
5 10 15 

Arg Cys Pro Leu Ala Gly Pro Cys Arg Cys Ser Ser Pro Gly Thr Ala 
2G 25 30 35 

Phe Leu 



(2) INFORMATION FOR SEQ ID NO: 480: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 82 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Normal prostate 

(iX) FEATURE: 

(A) NAMZ/KEY: sig_p9ptide 
(3) LCCATIOM: -2 3 . . -1 

:C) :deMTIF:CATION method: Von Keijne matri- 
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(D) OTHER INFORMATION: score 11.6 

seq LLLLVQLLRFLRA/DG 

(XL) SEQUF.NCE DESCRIPTION: SEQ ID NO: 480: 



Met Asn Trp Glu 
-25 

Leu Leu Leu Val 
-10 

Thr Leu Leu Trp 

5 

Thr Asp Met Vai 

Glu Leu Ala Tyr 
40 

Ala Arg 



Leu Leu Leu Trp 



Gin Leu Leu Arg 
-5 

Ala Glu Trp Gin 

10 

Val Trp Vai Thr 
25 

Gin Leu Ser Lys 



Leu Leu Val Leu 
-20 

Phe Leu Arg Ala 



Gly Arg Arg Pro 
15 

Gly Ala Ser Ser 
30 

Leu Gly Val Ser 
45 



Cys Ala Leu Leu 
-15 

A3p Gly Asp Levi 
1 

Glu Trp Giu Leu 
20 

Gly He Gly Glu 
35 

Leu Val Leu Ser 
50 



(2) IMFORMATrON FOR SEQ ID NO: 481: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 56 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vx) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapieni; 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME /KEY: sig_pepticle 
(3) LOCATION: -20. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matri;-. 

[D) OTHER INFORMATION: score 11.2 

seq AFLLLVALSYTLA/RD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 481; 



Met Glu Lys He Pro Val Ser Ala Phe Leu Leu Leu Val Ala Leu Ser 

-20 ' -15 -10 -5 

Tyr Thr Leu Ala Arg Asp Thr Thr Vai Lys Pro Gly Ala Lys Lvs Asp 

1 5 IC ' ^ 

Thr Lys Asp Ser Arg Pre Lys Leu Pro Gin Thr Leu Ser Arg Gly Trp 

1^ 2 0 25 ^ 



Gly Asp Gin L-u He Trp Thr Arg 
iZ 3 5 
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(2) INFORMATION FOR SEQ ID NO: 4 82: 

(1) SEQUENCE CHAEIACT ERISTICS: 

(A) fcENGTH: 62 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE; 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -40.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.2 

seq AFLLLVALSYTLA/RD 

(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 4 32: 



Met Ser Asn Tyr 
-40 

lie Arg Vai Ala 



Vai Ala Leu Ser 

Aia Lys Lys Asp 
10 



Thr Asp Ala Glu 
-35 

Met Glu Lys lie 
-20 

Tyr Thr Leu Ala 



Thr Lys Asp Ser 
15 



Ser Ser Phe Ser 
-30 

Pro Vai Ser Ala 
-15 

Arg Asp Thr Thr 

1 

Arg Pro Lys Pro 
20 



Lys Gin Gla lie 
-25 

Phe Leu Leu Leu 
-10 

Vai Lys Pro Gly 
5 

Pro Arg 



(2) INFORM-ATION FOR SEQ ID NO: 4B3: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 ammo acids 
{B} TYPE: AMINO ACID 
{D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION; -53. .-1 

'Cj IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 10.6 

seq FILLLIFIAEVA-^/AV 

{:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 4 83: 
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Met Gin Phe Xaa Thr Trp Aia Thr Ser Ser Ser Gin Pro Ala Leu Trp 
-50 -45 -40 

Ser Leu Leu Leu Vai Ser Trp Ala Ala Mel Val Leu Arg Leu Arg Ser 
-35 -30 -25 

Lys Cys Ala Leu Val Thr Phe Phe Phe lie Leu Leu Leu lie Phe He 
-20 -15 -10 

Ala Glu Val Ala Aia Aia Val Val Aia Leu Val Tyr Xaa Thr Met Xaa 
-5 15 10 

Glu His Phe Leu Thr Leu Leu Val Vai Pro Ala He Lys Lys Asp Tyr 
15 20 25 

Gly Ser Gin Glu Asp Phe Thr Gin Val Xaa Asn Thr Thr Met Lys Gly 
30 35 40 

Leu Lys Cys Cys Gly Phe Thr Asn Tyr Thr Asp Trp 
45 50 55 



(2) INFORMATION FOR SEQ ID NO: 4 84: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 111 amino acids 
(S) TYPE: AMINO ACID 
(D) TOPOLOGY: LIMEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -23.. -i 

(C) IDENTIFICATION METHOD: Von Heijne tnatra.:-: 

(D) OTHER INFORMATION: score 10.5 

seq LLLLVHLLRFLRA/DG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 484: 



Met Asn Trp Glu Leu Leu Leu Trp Leu Leu Val Leu Cys Ala Leu Leu 

-25 -20 -15 

Leu Leu Leu Val His Leu Leu Arg Phe Leu Arg Ala Asp Giy P.sd Leu 

-10 -5 i ' ' 

Thr Leu Leu Trp Ala Giu Trp Gin Giy Arg Arg Pro Glu Trp Giu Leu 

5 10 15 ' 20 

Thr Asp Met Val Val Trp Vai Thr Gly Aia Ser Ser Gly lie Glv Glu 

25 30 35 

Glu Leu Aia Tyr Gin Leu Ser Lys Leu Gly Xaa Ser Leu V^I Leu Ser 

4 0 4 5 
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Ala Arg Arg Val His Glu Leu Glu Arg Vai Lys Arg Arg Cys Leu Glu 
55 60 65 

Asn Giy Asa Leu Xaa Glu Lys Asp He Leu Val Leu Pro Leu Gly 
70 75 80 



(2) INrORMATION FOR SEQ ID NO: 48 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 76 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -51.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.3 

seq VSCLTLWSPGCWP/QP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 85: 



Met Thr Thr Phe Leu Pro Val Pro Gin Met Met Ala Gly Phe Ser Phe 
-50 -45 -40 

Gly Thr Phe Gly Asn Pro Pro Met Glu Ser Pro Ser Ala Trp Gin Thr 
-35 -30 -25 -20 

He His Gin Pro Phe He Val Ser Cys Leu Thr Leu Trp Ser Pro Gly 
-15 -10 ' -5 

Cys Trp Pro Gin Pro lie Gin Arg Lys Glu Trp Asp Ser Gly Thr Phe 
1 5 10 

Glu Asn Leu Arg Val Leu Ser Cys Ala Met Val Glu 

IS 20 25 



(2) INFORMATION FOR SEQ ID NO: 486: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 129 amino acids 
(3) TYP£: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



ORIGINAL SOURCE: 
(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Cancerous prostate 
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(ix) FEATURE: 

{A) NAME/KEY: sig^peptide 

(B) LOCATION: -28 . . -1 

(C) IDENTinCATION METHOD: Von Heijne matrix 

(D) OTHER INFOE^TION: score 9.5 

seq LVXFSLLATAILG/AV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 486: 



Met Aia 5er Lys Giy Met Arg His Phe Cys Leu He Ser Glu Gin Leu 
-25 -20 -15 

Val Xda Phe Ser Leu Leu Ala Thr Ala He Leu Gly Ala Val Ser Trp 
-10 -5 1 

Gin Pro Thr Asn Gly He Phe Leu Ser Met Phe Leu He Val Leu Pro 
5 10 15 20 

Leu Giu Ser Met Ala His Gly Leu Phe His Glu Leu Gly Asn Cys Leu 
25 30 35 

Gly Giy Thr Ser Val Gly Tyr Ala He Val He Pro Thr Asn Phe Cys 
40 45 50 

Ser Pro Asp Giy Gin Pro Thr Leu Leu Pro Pro Glu His Val Gin Glu 
55 60 65 

Leu Asn Leu Arg Ser Thr Gly Met Leu Asn Ala lie Gin Arg Phe Phe 
70 75 80 

Aia Tyr His Met He Glu Thr Tyr Gly Cys Asp Tyr Ser Thr Ser Gly 
85 90 95 100 



(2) IMFORMATIOM FOR SEQ ID NO: 487: 

;i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 73 amino acids 
(B) TYPE: AMINO ACID 
{D) TOPOLOGY: LINEAR 

(il) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

{A> NAME/KEY: sig_peptide 
tB) LOCATION: -21 . . -1 

{Ci IDENTIFICATION METHOD: Von Heijne macuix 
(D) OTHER INr'ORMATIOM: score 9.3 

seq VLPVILLLLGAHP/SP 



SEQUENCE DESCRIPTIO^J: SEQ ID NO: 4 87: 
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Met Ala Ala Ala Ala Trp Leu Gin Val Leu Pro Val He Leu Leu Leu 

-20 -15 -10 

Leu Gly Ala His Pro Ser Pro Leu Ser Phe Phe Ser Ala Gly Pro Ala 

-5 15 10 

Thr Val Ala Ala Ala Asp Arg Sec Lys Trp His Xaa Pro lie Pro Ser 

15 20 25 

Gly Lys Asa Tyr Phe Ser Phe Gly Lys He Leu Phe Arg Asn Thr Thr 

30 35 AO 

lie Phe Leu Lys Phe Asp Gly Glu Arg 
45 50 



(2) INFORMATION TOR SEQ ID NO: 486: 

{!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 113 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ixl FEATURE: 

(A) NAME/KEY: sig_pepticle 

(B) LOCATION: -109.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.1 

seq LVLAVLFFHQLVG/DP 

(;<i) SEQUENCE DESCRIPTION: SEQ ID NO: 4B8: 



M3t Ala Ser Pro Arg Thr Val Thr He Val Ala Leu Ser Val Ala Leu 

-105 -100 -95 

Gly Leu Phe Phe Val Phe Met Gly Thr He Lys Leu Thr Pro Arg Leu 

-90 -85 -60 

Ser Lys Asp Ala Tyr Ser Glu Met Lys Arg Ala Xaa Lys Ser Tyr Val 

-75 -70 -65 

Arg Ala Leu Pro Leu Leu Lys Lys Met Gly He Asn Ser He Leu Leu 
-60 -55 -50 

A-rg Lys Ser He Giy Ala Leu Glu Val Ala Cys Gly He Val Met Thr 

-45 -40 -35 -30 

Leu Val Pro Gly Arg Pro Lys A.sp Val Ala Asn Phe Phe Lgj Leu Leu 

-25 ' -20 -15 

Leu Vai Leu Ala Val Leu Phe Phe His Gin Leu Val Gl v Aso Pro Leu 
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(2) INFORMATION FOR SEQ ID NO: 489: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 45 amino acids 

(B] TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATIOtJ: -38. .-1 

{C) IDENTIFICATION METHOD: Von Heijne matri- 
(D) OTHER INFORMATION: score 8.8 

seq LLLLCALHSHIYC/IK 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 489: 



M:3t Pro Asn Lou Ser Phe Gly Gly Leu Asp Thr Asn Gin M^r A-q Va^ 

-35 ^30 -25 

Asn Phe Leu Ser Vai Asp Val Cys Lys Leu Leu Leu Leu Cys Ala Leu 

-20 -15 -10 



His Ser His lie Tyr Cys lie Lys Gin Ser Ala Leu Arg 
-5 1 5 



(2) INFORMATION FOR SEQ I D NO : 4 90: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 71 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 

(F) TISSUE TYPE: Normal prostate 

(ixl FEATURE: 

(Al N.AME/KEY: sig_pep-ide 
(3; LOCATION: -55. .-1 

(C! IDENTIFICATION METHOD: Von Mei]r- macn- 
(Di OTHER INFORMATION: score 8.8 

seq XXLLLLNVGQLLA/QT 

(XL) SEQUENCE DESCRIPTION: SEQ 10 NO: 490: 
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Met Giy Fro Pro Met Leu Gin Glu lie Ser Asn Leu Phe Leu He Leu 
-55 -50 -45 -40 

Leu Met Met Gly Aia lie Phe Thr Leu Ala Ala Leu Lys Glu Ser Leu 
-35 -30 -25 

Ser Thr Cys lie Pro Aia He Val Cys Leu Xaa Xaa Leu Leu Leu Leu 
-20 -15 -10 

Asn Vai Gly Gin Leu Leu Ala Gin Thr Lys Lys Val Val Arq Pro Thr 
-5 i 5 

Arg Lvs Lys Thr Leu Ser Thr 
10 15 



(2) INFORMATION FOR SEQ I D NO : 4 91: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 74 amino acids 

(B) TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

<A] NAME/ KEY: sig^peptide 

(B) LOCATION: -71., -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
ID] OTHER INFORMATION: score 8.6 

seq VVXFLLLLAXLIA/TY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 491: 



Met Xaa Xaa Phe Thr Asp Pro Ser Ser Val Asn Glu Lys Lys Arg Arg 

-65 -60 

Glu Arg Glu Glu Arg Gla Asn lie Vai Leu Trp Arg Gin Pro Leu He 
-55 -50 -45 

Thr Leu Gin Tyr Phe Ser Leu Glu He Leu Val He Leu Lys Glu Trp 

-35 -30 -25 

Thr Ser Lys Leu Trp His Arg Xaa Xaa He Val Val Xaa Phe Leu Leu 
-^'3 -15 -10 

Leu Leu Ala Xaa Leu He Ala Thr Tyr Tyr 



;2) IMFORM^i.TIOM FOR SEQ ID HQ: 492: 

(i) SEQVENCE CHARA.CTERISTICS: 

: LENGTH; 21 arr.mo acids 
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(B) TYPF,: AMINO ACID 
(D) TOPOLOGY: LINEIAR 

(11} MOLECULE TYPE: PROTEIN 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -16. , -1 

(C) IDENTIFICATIOM METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 8.6 

seq LLRGLLWXQVLCA/GP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 492: 



Met Pro Leu Leu Arg Gly Leu Leu Trp Xaa Gin Vai Leu Cys Ala Gly 
-15 -10 -5 1 

Pro Leu His Thr Glu 

5 



(2) IMFORMATION FOR SEQ ID NO: 4 93: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(IX) FEATURE: 

(A) NAME/KEY: sig_?eptide 
(3) LOCATION: -20 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.4 

seq AVVGCLLVPPAEA/NK 

(xi) SEQUENCE DESCRIPTION: SEQ ID HO: ^193: 



Met Lys Leu Leu Ser Leu Val Ala Val Val Giy Cys Leu Leu Vai Pro 

-20 -15 -10 -5 

?ro Ala Glu Ala Asn Lys Ser Ser Glu Asp lie Xaa Cys Lvs Cys lie 

1 5 ^10 

Cys Pro ?yr Arq Asn lie Ser Gly His lie Tyr Asn Gin Asn Val 

IB 2 0 2 5 

3er Gin Lys Asp Cys Asn Cys Leu His Val Val Glu ?ro Met Pro Val 

30 35 
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Pro 
45 



(2) INFORMATION FOR SEQ ID NO: 4 94: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH; 69 amino acids 

(B) TYPE: AMINO ACID 
{D] TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

ivi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(r) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B] LOCATION: -24 . . -1 

(C] IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LLLPRVLLTMASG/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 494: 



Met Pro Ala Leu Leu Pro Val Ala Ser Arg Leu Leu Leu Leu Pro Arg 
-20 -15 -10 

Val Leu Leu Thr Met Ala Ser Giy Ser Pro Pro Thr Gin Pro Ser Pro 
-5 1 5 

Ala Ser Asp Ser Gly Ser Gly Tyr Val Pro Gly Ser Val Ser Ala Ala 
10 15 20 

Phe Val Thr Cys Pro Asn Glu Lys Val Ala Lys Glu He Ala Arg Ala 
25 30 35 40 

Vai Gly Glu Lys Arg 
45 



(2) INFORMATION FOR SEQ ID NO: 4 95: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 119 amino acids 
(3] TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A] ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Normal prostate 

(IX) FEATURE: 

(A; NAME/KEY: siq peptide 
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(B) LOCATION: -108..-1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
(IJ) OTHfc:R INFORMATION: score 7.9 

seq LLGLL3AEQLAEA/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 495: 



Met Cys Leu Leu Leu Giy Ala Thr Giy Val Gly Lys Thr Leu Leu Val 
-105 -100 -95 

Lys Arg Lsu Gin Glu Val Ser Ser Arg Asp Giy Lys Gly Asp Leu Gly 

-90 -85 -80 

Glu Pro Pro Pro Thr Arg Pro Thr Val Gly Thr Asn Leu Thr Asp lie 
-75 -70 -65 

Vai Ala Gin Arg Lys lie Thr lie Arg Glu Leu Gly Gly Cys Met Giy 
-60 -55 -50 " -45 

Pro He Trp Ser Ser Tyr Tyr Giy Asn Cys Arg Ser Leu Leu Phe Val 
-40 -35 -30 

Met Asp Ala Ser Asp Pro Thr Gin Leu Ser Ala Xaa Xaa Vai Gin Leu 
-25 -20 -15 

Leu Giy Leu Leu Ser Ala Glu Gin Leu Ala Glu Ala Ser Vai Leu lie 
-10 -5 1 

Leu Phe Asn Lys He Asp Asn 
5 10 



(2; INFORMATION FOR SEQ ID NO: 4 96: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 

(B) TYPE: AMINO ACID 
(Di TOPOLOGY: LINEAR 

-(ijL) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

iF) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig peptide 

(B) LOCATION; -41..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORRATION; score 7.7 

seq LLCLGQLHHPGLG/RV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 96: 



f<et Glu Leu Pro Ala Val Asn Leu Glu Ser Asp Ser Pro Arg Ser Leu 
-40 -35 ' -30 

Ala Ala A-^o A.sn Leu Gly Levi His Cys He Leu A:q Leu Leu Cys Leu 
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-20 -15 _io 

Giy Gin Leu His His Pro Gly Leu Gly Arg Vai Gly Cys Giy Ser Ala 

1 5 

Giy Leu His Arg Arg Arg 
10 



(2) INFORMATION FOR SEQ ID NO: 4 97; 

(i) SEQUENCE CHAEIACTERISTICS ; 

(A) LENGTH: 53 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGy: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

iix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -51.. ~1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq PALILLFALGSLG/SG 

{XI) SEQUENCE DESCRIPTION: SEQ ID NO: 497: 



Met Ala Phe Leu Arg 
-50 

Leu Thr Thr Vai Thr 
-35 

Thr Phs Vai His Glu 
-15 

Ser Leu Gly Ser Gly 



Lys Vai Tyr Ser lie Leu 
-45 

Ser Thr Vai Phe Leu Tvr 

-30 ^25 

Ser Pro Ala Leu lie Leu 
-10 



Ser Leu Gin Vai Leu 
-40 

Phe Glu Ser Vai Arg 
-20 

Leu Phe Ala Leu Glv 
-5 



(2) INFORMATION FOR SEQ ID NO: 4 98: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 61 amino acids 
(3] TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prosL 

fi:---' FEATURE: 
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(A) NAME/KEY: sig peptide 

(B) LOCATION: -29'. . -1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 7.6 

seq PTLAIALAANAWA/FV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 498: 



Met Tyr Thr Tyr Gly Asn Lys Gin His Asn Ser Pro Thr Trp Asp Asp 

-25 -20 -15 

Pro Thr Leu Aia lie Ala Leu Ala Ala Asn Ala Trp Ala Phe Vai Leu 
-10 -5 1 

Phe Tyr Val lie Pro Glu Val Ser Gin Vai Thr Lys Ser Ser Pro Giu 
5 10 15 



Gin Ser Tyr Gin Gly Asp Met Tyr Pro Thr Arg Asp Leu 
20 25 30 



(2) INFORMATION FOR SEQ ID NO: 4 99: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 42 amino acids 
{B] TYPE: AMINO ACID 
(D] TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix} FEATURE: 

{A) NAME/KEY: sig_peptide 
(3) LOCATION: -32-. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq WILVLALPLTVWP/WL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 99: 



Met Gin Gin lie Phe He Gin Gin Cys Arg Giu Leu Asn Phe Trp Ser 

-30 -25 -20 

Arg Giu Pro Trp lie Leu Val Leu Ala Leu Pro Leu Thr Vai Trp Pro 

-15 -10 -5 



Trp Leu Ser Pro Giu Aia Gin Pro Pro Leu 
1 5 10 



■■2] I^IFORMATION FOR SEQ ID NO: 500: 

;i; SEQUENCE CiiARA.CTFRISTICS; 

(A.; LENGTH: 8 8 amino acids 
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(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -15. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.5 

seq AVLLALLMAGLAL/QP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 500: 



Met Lys Ala Val Leu Leu Ala Leu Leu Met Ala Gly Leu Aia Leu Gla 
-15 -10 -5 1 

Pro Gly Thr Ala Leu Leu Cys Tyr Ser Trp Xaa Ala Gin Val Xaa Asn 
5 10 15 

Glu Asp Cys Leu Gin Val Glu Asn Cys Thr Gin Leu Gly Giu Gin Cys 
20 25 30 

Trp Thr Ala Arg He Arg Ala Vai Gly Leu Leu Thr Val lie Ser Lys 
35 40 45 

Gly Cys Ser Leu Asn Cys Val Asp Xaa Ser Gin Asd Tyr Tyr Val Gly 
50 55 60 ' 65 



Lys Lys Asn 11= Thr Cys Cvs Asp 
70 



(2) INFORMATION FOR SEQ ID NO: 501: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 82 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Ho:aO Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptids 

(B) LOCATION: -16/. -1 

(C) IDENTIr rCATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.1 

seq QACLLGLFALILS/GK 

(:<i) SEQUENCE DESCRIPTION: SEQ ID ::0: 501: 
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Hei: Giy Leu Gin Ala Cys Leu Leu Gly Leu Phe Aia Leu He Leu Ser 
-15 -10 -5 

Giy Lys Cys Ser Tyc Ser Pro Giu Pro hsp Gin Arg Arg Thr Leu Pro 
15 10 15 

Pro GLy Trp Val Ser Leu Gly Arg Ala Asp Pro Glu Glu Glu Leu Ser 
20 25 30 

Leu Ti^r Ph.e Ala Leu Arg Gin Gin Asn Val Glu Arg Leu Ser Glu Leu 
35 40 45 

Val Gin Ala Val Ser Asp Pro Ser Ser Pro Gin Tyr Gly Lys Tyr Leu 
50 55 60 

Thr Arg 
65 



[2) INFORRATION FOR SEQ ID NO: 502: 

(ii SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 127 amino acids 
{B) TYPE: A.MINO ACID 
(D) TOPOLOGY: LINEAR 

(il) MOLECaLE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

{F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

{A) NAME /KEY: sig_peptide 
(Bl LOCATION: -29.. -I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7 

seq LGSGLGLSPGTSS/GR 

(xi) SEOIJENCE DESCRIPTION: SEQ ID NO: 502: 



Met Arg Pro Gly Gin Vai Ser Leu Leu Gly Pro Asp Ala Val Ser Val 
-25 -20 -15 

Leu Gly Ser Gly Leu Gly Leu Ser Pro Giy TVir Ser Ser Gly Arg Asn 
-10 -5 1 

Pro Asp Pro Gly Ser Gly Pro Gly Thr L&u Pro Xaa X.aa Ser Xaa Gin 
5 10 15 

Asn Pro Ser Pro Ala Pro Asp Pro Pro Pro Ala Leu Leu Leu Trp Asn 
20 25 30 35 

leu Leu Thr Gin Arg Leu Gly Thr Thr Leu Val Pro Thr Leu Cys Pro 
40 45 50 

a:^ Gin Thr Leu lie Leu Cys Pro Ala Gin Thr Leu lie Leu Cys Pro 
55 60 65 
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Xaa Leu lie Pro Thr Leu Cys Pro Ala Leu Xaa Pro Val Leu Pro Xaa 

70 75 80 

Val Ala Leu Ser Ala Gin Pro Ser Leu Pro Ala Arg Val Gin Ser 

B5 90 95 



(2) INFORMATION FOR SEQ ID NO: 503: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 43 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

fA) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

Cix) FEATURE: 

(A) NAME/KEY: siq_peptide 

(B) LOCATION: -33.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
CD) OTHER INFORMATION: score 6.8 

seq FTSASLLLPMSTG/MP 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 503: 



Met lie Asn Pro Ser Val Pro Ser Lys Ser Asn Ser His Pro Phe Leu 
-30 -25 -20 

Ser Thr Val Met Phe Thr Ser Ala Ser Leu Leu Leu Pro Met Ser Thr 
-15 -10 -5 

Gly Met Pro Thr Gin Asn Cys Phe Thr Pro Lys 
1 5 10 



(2) INFORMATION FOR SEQ ID NO: 504: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 108 amino acids 

(B) TYPE; AMINO ACID 
(D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FE.ATURE: 

(A; NAME/KEY: sig_peptide 
(3) LOCATION: -68. . -1 

(C) IDENTIFICATION METHOD; Von Kerjne matrix 
;3} OTHER IKFORM-ATION : score 6.7 
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Met Ser Glu Lys Glu Xaa Asn Phe Pro Pro Leu Pro Lys Phe lie Pro 
-63 -60 -55 

Vai Lys Pro Cys Phe Tyr Gin Asn Phe Ser Asp Glu lie Pro Val Glu 
-50 -45 -4Q 

His Gin Val Leu Val Lys Arg lie Tyr Arg Leu Trp Met Phe Tyr Cys 
-35 -30 -25 

Ala Thr Leu Giy Vai Asn Leu lie Ala Cys Leu Ala Trp Trp lie Gly 
-20 -15 -10 -5 

Gly Giy Ser Gly Xaa Asn Phe Gly Leu Ala Phe Vai Trp Leu Leu Leu 
1 5 10 

Phe Thr Pro Cys Giy Tyr Val Cys Trp Phe Arg Pro Val Tvr Lys Ala 
IS 20 25 

Phe Arg Ala Asp Ser Ser Phe Asn Phe Met Ala Leu 
30 35 iO 



[2] IM FORMATION FOR SEQ ID MO: 505: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 63 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

(iL) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(-ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -23.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq ILRLYFFLQLAHS/GY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 505: 



Met Asn Pro Thr Lys Leu lie Leu Lys Thr He Leu Arg Leu Tyr Phe 

-20 -15 -10 

Phe Leu Gin Leu Ala His Ser Gly Tyr Thr Lys Leu Gin Lys Lys Tyr 

-5 1^5 

yiez Lys Ser Arg Tyr Glu Gin Val Asp Leu Val Giy Lys Met Xaa Gin 

10 15 20 25 

^ys Ala Thr Tnr Val Xaa His Leu Aid He Gin Cys His Trp 



